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V£ (57) Abstract: It is intended to provide a novel fluorescent protein which occurs as a monomer without forming a multimer; and 
2 a red or orange fluorescent protein characterized by achieving the maximum fluorescence at the maximum excitation by enlarging 
7T Ac difference between the excitation peak value (absorption peak wavelength) and the fluorescent peak value (fluorescent peak 
^ wavelength). Namely, a novel fluorescent protein having been monomerized by transferring a mutation into a fluorescent protein 
jj^ originating in Fungia sp.\ and a novel pigment protein and a fluorescent protein originating in Montipora sp. . 

©(57)jnsi: *«woa«(i % ^ai*^^^ct*<m*(*T?#s^-5Sf««:fi3fcseg, afeixicsjeotf- 

*<I (&Jtt8i*:a*g) fci*#<&tr-*<i <d& (*h-*x*>?h) **$<T%ztiz±*>) x & 

^ &mz&htt s ^-y-e^^i/OPungia spoa^a^seiic^s^uA-r^cticcfcymMftfttfcSr^^K^ 

j^SaS, ftlf\za*>yyzl (Montipora. sp) 4*<0«rSftfi^SSMXi;a3fcSeg*<feflfc* *i«o 
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Wtt; ^f-tfy-Tv'CFungia sp. ) **©S^MWfc.seft«r*A1-s r. 1 lc J: 9 

(Montipora. sp) *5l50ff^^fe^Se«W«Se®^ 3fe^^©^IJffltC|| 

1-5, 

^7 • \f{7 YVT (Aequorea victoria) |C*3fei"5ilSife^S 

a» (GF.pj ^m^*5v>-c#<o^^i-5o R 7yn« 

g«!3&$fc*3 it52|^Sft (semi-rational) ^ggMfl^j* ;t *-3V >T % fe£g{b £ 

*fc i<ttiS*i5GFPSESfto-oi LT3I&«§£M (yfp) 

*ffe*b«. YFPtt, (Aequorea) GFPf l^t-Ctf*^« 

*&#©Y FPOe ZtlZil 60, 000-100, OOOrW *5 .J; 

0.6—0. 8 (Tsien, R. Y. (1998). Ann. Rev. Biochem. 67, 509-544) % 

Eit5. ttoTYFP©*&#W)Wg<D&#tfU I5»tltoofe5 0 

Sfc, GFP.^o&wWiUt, i/T^fe»3feSSSI (CFP) 
ECFP (enhanced cyan fluorescent protein) ^^n^^TV^ 5 o &fc> 
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i/f-ft (Discoma sp. ) ^fefi^fe^ge® (RF P) fe^RI* *LT*5 D ^DasRed 
3fcfc#$B93#fetts tWyji' (Fungia sp.)0 c DNA7 A !7*9 V —frb, 

SoM#tt^i-5-i:Sr^tbb*CVN5 (SBR&WWOO 3/54 19 1t& 

tT— ^lifcMOt"— ^fiO^) V^^OfcO (GFPuv^ sapphire) 

5tfV380nm O UV 3tT?iiSltM3t»t5fc«), ±®lftV<D&,&\Ztt:& 

1MWO0 3/5 4 1 9 l-%-$m\£WM£tltcJ V-9">-=?BO^lM^7^ 
^J:91WiS*Ufc**SEeit Kusabira-Orange (K0) ft^i&y^O^s 70 k 

Da (T^/msa^ij^^th^^^s^ftttaekDa) Sr^U »«m-ft#«:JBjfc 



WO 2005/054464 ^p > CT/JP2004/018437 

±.i&Ltcmm&mm-r% z. 1 ^^-r-<%^mtir^ h <dx& o > 

.fifc 9 «s 5 to , I&i&z> fc°- * ItT?^^ bT&fto t°- * MX#[$!I1- 5 ^ t # 

imw%t> \z±mwm*B&i-ztMmn&fiv, mm&mwo 03/54 
1 9 i#^#^iB^$^fcmes ko (DT$ y^ia^ja^#ft«^#ffi^Sl 

^y=f (Montipora. sp) £ffi^T£r&&St^6K& = - Kf 5 artSHFOl&lBfcW 

T^y^ggl-x 201 # Soy i^y^T/V^^^ 206#gO7^-/VTy = 
vfc-fe y y\z.w% £ £ Ki £ «? cocp-fl £fftft 

LfCe COCP-FL 14 560nm JCjafi© If- ^&&*>> t©iiiaot*)lfc7^^ h 
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/WS600nmlCfcWLfc o ±1E COCP-FL tf> 61#B©-fe 

y V^^^^Ty^^lC, 92#@<D^yD^i/y^ hl/^yie:, 123#gtf> 
/^y h 158 ^VSrf-ni/y^ 191#BOa< 

y y£>f y n^yfc:, 213 #|©t3 y*T9 = vfc*#tfet€» n fc»c«t«9 
COCP-FL £WJ|ft$&3M$te$:t>ogBftkeima616 SrfftfcLfco keima616 I*, 
440nm »t-^^, £ OflblBK *oTflHfe*'<* WW* 616nm 

W#€>f4% Keima616 <D 61 #B<07 ai c^/VT 7 — V^y 9^=^^ 62#@0^ 

C <D Keima570 \t Keima616 t P# 440nm {Z.ffi)i&<D tf— ^ £ O'JIbifi lC «t K> 

570nm O&ftcDfc"— ^Sr^U * M± 130nm £*t*tST?;fco7fc. 

fip*>> #$§pj£«fctu*s ot® (a) x.rt (b) fcvt^fcseKaMftiftSjh/ 

(a) ia^ij##i (cgtoT-; yKE^tWi-s-fieit ; 

(b) s^i##hcib«ot ^ smmmzL&^x 1 d^ti©7^/«* v 

o»j * ( a ) x« ( b ) \^t^m e Jitfc 

(a) a^tn^s, 5, 7XK9Kti&<oT$;mm* : &'rzm&&:; 

(b) ib*w§-3> 5, 7x\*9\zm&<DTK;mmn\z#^xii)>bWLm<DT' 

*&W<D$h\Z.%\<DWm\Z£fl\*, (a) X\t (b) 
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(a) SKWH U 13, 15, 1 7, 19, 21, 23, 25, 2 7^142 

(b) Kfll##l 1, 1 3, 1 5, 1 7, 1 9, 2 1, 2 3, 25, 2 71142 

ttftm $ ftfcr 5 / ^ia?ij^^ u ztizrfrmmur n, 13, 15, 17, 

19, 21, 23, 25, 2 7Xtt2 9HHE«©T$yWBW**^*fififti: 
aWW©§?>K:»l©llttlfcJ;*ttf % "KT© (a) Xtt (b) fc*-*1£3fca&flt 

( a ) @a^J#-^ 1 ^IB^©T $ / «BW«r*1-««6ft 

( b ) 1 Kfeii©T ^ / miK&Hus^-c 1 & bwm<or x j wt#&4z* 

*3BW©*fet»J©tt«WtJ;Htf % OT© (a) Xtt (b) R^rs*«eK 

(a) IBfll##3, 5, 7Xtt9fc|B<ft©T§/fiftiajlI*^rt-5gfift ; 

(b) 1B^J##3, 5, 7Xte9\zmWi(D7$;m&Mt%>^Xlfrt>&m<D7 

##3,5,' 7 xi* 9 ^!sgt©T $ / mmmmi-^m^tmm^tftmm^ 
*&moishK.m<Dmm\z.£ft>\*, wt© (a) xr* (b) ^-r^^eK 

F1-6DNA^»£*i5o 

(a) @B^J#-§-l 1, 1 3, 1 5, 1 7, 1 9, 2 1, 2 3, 2 5, 2 7Xli2 

9fce«©T$/»s9ii«r^ri-sst*sefr; 

(b) |B»#1 1, 1 3, 1 5, 1 7, 1 9, 2 1, 2 3, 2 5, 2 7Xli2 
9^|5«©T5/B^IB?lJ^^Tl^bM©T5/^^, ffift* 

J4#JD $ fltcT % > WSS^Q t , ^^-e^lB^!## 11, 13,15, 17, 
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1 9, 2 1, 2 3, 25, 2 7X\*2 9\zmm<OT$sm&&\&fti-Z>m&mb 

*mm®£t>\z$\<Dmmzi:M, &t<d u> x\t (b). ^-tdna^ji 

(a) @B^I#^2(J:fBm^SiH^J«1-2.DNA 

(b) wo#^2^fB^<o^sia^ic*5VNT, li^M^ts©^ wim. 
a - K-r 5 &£fa?y &^n- s d n a d 

*^(D$^>^SU©li#^j;tu«, £TF<£> (a) Xtt (b) t^-fDN A^ji 

(a) . @a?!l#-5§-4, 6, 8X«1 0^|a«(DmSi3^J^i-5DNA 

(b) |3^J#^4, 6, 8X«10^|B«(D^ra^VNT, lfat>&m<P& 

#»H©£fcteJWOl»«lfcJ:*tfis OT© (a) Xtt (b) lC^tDNA#ft 

( a ) BBHI## 12, 14, 16, 18, 20, 22, 24, 26, 2 8Xli3 
OKimttO&Sffi^Sr^rrSDNA. 

( b ) 1 2 , 14, 1 6, 1 8, 20, 22., 24, 2 6, 2 8Xli3 

^l-S&SIE^JSr^U faoZtl^frl 2, 1 4, 1 6, 1 8, 2 0, 2 2, 2 
4, 2 6, 2 8X&3 O^|B*©«Ja0^^=^K««eKtH*©**»tt 
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( a ) 3 7 K!B|ft©T $ ^ IBEfll*rW1-S£ & ft ; 

( b')IEW9 3 7 fc|B«W>7 5 7 IMBWfc*V^T 1 «^ft||07$ / S&$s^&, 

*38WO»J©ffi*KtJ;^tf, &Ttf> (a) Xtt (b) t*-f«3teHe««sJMIe 

(a) BJ»*3 9fc|ffl|ftOT$yiMBWft*1-«eft; 

( b )Efll## 3 9 KiBtor $ y ^SB^I^^VNT l i>&jSfi©7 $ / wa*x&s 

*3»Wo*e,jc»jot8«K:J;tt« % £tT<£> (a) 3U* (b) 

(a) @3»-^4 1,4 3, 4 5X\t4 7 fcflB«©T 5 / W>WM*%lTZ>m SSC ; 

(b) 13?!l#-^41, 43, 4 5X1*4 7 fcSBftOT $ /^E^J(C*5VnT 1 frb 

*3SWO*6>fcSiJOlBfilfcJ;ii,tf x «T© (a) Xf* (b) 

( a ) Kfll#-§- 3 7 : fctSitOT 3: y »B9!ISrWi-*fieR ; 

(b) 13?ij##3 7fciaifc©T5 / WBWR:«rvN-c l *»fef*©75/WS^ 

*3SWo*6>»2:»Jot6fllK:J:*b«, &T<£ (a) Xf* (b) fc*i-«3tse« 

( a ) @B^iJ#-^-3 9 fcfBttOT $ /RBffiWISr^rfSgejt ; 

(b ) iB^J#-§- 3 9 £1E«<DT 3: y RBWKlfeVNT 1 i>6»«©7 5 / 

a|s»W©'*6)lcJW©«»fcJ;tttf, OTtf) (a) Xft (b) lu*tf3tgeS 

(a)E5W»41, 4 3, 4 5X^4 7fc|B«OT^ymia?lJ^i-5®e® ; 
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(b) R?U#*4 1, 4 3. 4 5X1*4 7 KfUftOT 5. / SffiS^&^-C 1 

#tt^U ^olOO nm^UKD* b £#1-5M6Ko 

*^(D$^^SlJcDM^<t^^ (a) Xtt (b) l^tDNA^i 

( a ) @E?lJ#-i§- 3 8 (CfEmw^Sia^J tr^Tt 5 D N A ; 

(b) SB2WI-3 8KfE^<D:&£@fl?iJ£*5Vvt, 1 ^^fcfSOSS©^. 

«BJO^^^UW«^«};^ UT(0 (a) Xf* (b) l^fDNA^i 

( a ) • fB?IJ#-5§- 4 0 fcJSMWmmS.m&^lrZ D N A ; 

(b) 1B^J##4 0^|B^^SE^J^Vn-C> ld^M<D^^)^x 

-rsmsiB^j^^-r 5 d n A e 

*&W<D£ L>\Z.m<Dtm^£fr\t, (a) Xte (b) tCSH-DNAaSJi 

(a) E^J#"^4 2, 4 4. 4 6Xfi4 8 tCfB^OMSiH^J^-rSD N A ; 

(b) WU#-5|-4 2, 4 4, 4 6X144 8 Klf3ifcO&g@B^Jfc:i3l^ 1 

£lJ£Mrf5DNA 0 
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*»wo*e»u:jw©*wifcg;wix ±flBLfc*35w<&£3te8Bf^ dna, is. 

B 1 tt x mKO ©RJfcJ**<> h/u.«r*1% 

EB 2»x mKO ©fljB*'**- (Alt) Rtftt*^^ (**) 

H3tt> JMi6R:i«^«lft©*S*«r^. a***J:?>4H*»2 8 k: 

@4ll HeLalBia-CKO •(-*#:) SrfflV>T5 h = ^ K9 T fc^^LfcttJMEr 

®5tt, HeLa«t?mK0 OMtfr) SrffiWCS b T&7-VVLfcj^ 

[3 7 UV ®jg»feEc#3E&ft mKVU-1 ©fidH*'** h/VXtfg&te**** 

El 8 ft, ^fe^ft^Mft mKUV-2 £>!&I&*^ h/V^i". 

#&«^4£ mKUV-2 ©fij&*^ hA'fttfl**;**** h/HSr*"*- 
@10H j^fe^«M#:mK0-FM32O®H5l^-<^ h/VSr^t". 
Ell lf4^^«^mK0-FM32OM^^^ h^Rt)«t*^^ h/V&^ 
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1- 

i" 

014 fl mKO B$|ffl&iI^A#tf> 580nm tf>M*^ h/VSr^i". 
0 1 5 H mKO 580nm ©JSjg*'** h/V^i" 0 

Hi6ii< mKo wmmM&mwofkytx^ i^&^i-, 

01711 mKO ftWffiffiaEftttO&ft*^ W>£*rfo 
018 n mKO «fp|Bliffi«&#<0&3te*'«* Wv«r*t% 

0 1 9 mKo i$p B i©i^jift<DM*-^ ww&gH-. 

0 2 0 fl mKO l*M®iS5ftfr«>**^^^ h/Ufcs^t". 

02 in mKO *IHI8ilXAfltt>ftft;t'<* h/wSr^fo 

i2 2ti, mKO *m&&£A#0tt%*'<*' h^t«t. 

02 3 fl mKO <D&}&& 25 RfpRI*-? 580nm tf>M*^ h/USr^" 0 

02 411 mKO 25 H#^*-C 580nm ©©JS*'** hA** 

02 511 mKO l$M£Bfi$Rfttf>'g>J$$ 25 B#M* t? 580nm O^flB*'** 

02 6(1, mKO l$R9&i$«#<Z><&-J$& 25 tflffl*-? 580nm (Dfi&jB;*^ h A* 

0 2 7 H mKO l$|iB&j|i$A#0£-J$& 25 R#ffl'*T? 580nm ©BuB*^ h/V£ 

0 2 8 H oiKO B#Wi!Ii§^#©£-$^ 25 R#HU^*0 580nm ©Bfi^^> 

02 9 H mKO BtPWSiBgAftfcOV^ »»*<Ojaiatf-^IW^O 500nni 
^-lxi/^3fe©Mt*—^"efo<5 548nm ©lit©lfc©:/ei $/ hfc^f. 

0 3 0 fl mK0-mi4 © N 5fc»K: Tau %iitSLfc»'g"Se«te : 5F * HeLa— S3 
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03 Hi, mKO ^efrtC&V^feftSrTOU R?>ltfttrm«Jt5l^^ Wv£r$J 
0 3 3 (4, BDNF-mK0-FM14 ^mate^^ *-<Dj»A^ Jfo 12 2 0 

^ mis ra^. ufcHi-a-® m^ytmumx^m u & v^&ft ur , 

0 3 4 {4, BDNP-mK0-FM14 3S^te^^^-O»A^ ft 12 l*M^fe 2 B 
MfclBJ6K:»aufci»^eK«r^KIM* , T?*WU fcpfcflS^feaH 5 - (BDNF- 
mKO-FM14) fcifiSifbfclS**^. 
0 3 5 (4, FRET SrfT 5 fc»©**SeRo*&<SI«r*i~- 

0 3 6 tt^*^MSe«mK0 2*ft3bfc§l6JfMiCy b/V-t 

1113 7(4, MiCy-linker-mKO Srill^-C, Caspase3 t ©R/£gftRj&#©^:j& . 
JKOiftft*^ h;V^440nm-C®jSLTj|!l^Lfcife^:^1-o 

0 3 8 (4, MiCy-linker-mKO &J8^-C in vivo t» Caspase3 O^ttSriigjg Ufc 

0 3 9(4, COCP ^ h/W^^1-o 

0 4 0 (4 V COCP © p HJGgttOtWJfell&ft&^l-. 

0 4 1 (4, Keima616 W^Sfot*^ b/VSr^f , 

04 2(4, Keima570 ©SMB*'** Wl'fcSfofc*'** h/VSr^i - , 

0 4 3 (4, Keima616 © pHJSgttOjBIJSIS****".- 

0 4 4 (4, Keima570 (D pH JfiStt©»j£JHi*&3*1% 

0 4 5 (4, cmkeima620 ©j^ifr^;WBS£©*$*&3H*o 

04 6(4, cinkeiina620 ©KJR^^ 

04 7(4, mkeima620 ©M*^ 
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@4 8ft keima616 b ECFP (DBfe*^? hfrtfkftX'*? WV&^cf, 

04 9 f* N Caspase-3 ©i^iH£K:JSV*fcgaK^-7&jFl- Q 
'HBOtt, In vitro T'PxT-^tti^S^M^'fo P ^#H8MHllDEVD 

<DlB?fl&^ALfc* yrA&ftgefTOI^^/W* 3 « ECFP-Keima616, 
Keima616-ECFP, EGFP-mRFPl(x2) 0 (±St) caspase-3 Sr*P^.5fr©SSffiH\ 
*B£f@l»M2&o caspase-3 »m<£>*B£tBWI»o (T«0 

@5 1tt, ^-itt^-SS*^— 7 fcfeJt* Relative amplitude 

@ 5 2 Caspase-3 J: 5^7"^ KMNffOtttt (SDS-PAGE) &^1" 0 

•H'5 4tt, CaCl 2 (+) ^(D ECFP-CaM M13-Keima6 1 6 O&ftffiUffiHNft 

05 5tt, CaCl 2 (-) B#tf> ECFP-CaM t M13-Keima6 1 6 OSbtettEttMHSc 

(i) *gw<pgag . ■ . 

(i) *ftm<Dmi<DM<o%rftm&w 

*38K(D»loaio*3tege5Itt, &T<£ (a) X» (b) ©flttu&»K:*1-g 

ag-cfc*. 

(b) m^m-^i miB*&©T$ /sKKflitefcv^-c i i»bftflo'r $ 

( 1 ) MtefcttftftS 5 4 8 n mtfc 0 > 5 5 9 n mt?fe 5 ; 
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(2) 5 4 8 nm\a3tf5*/VW.ft&mK. 5 16 0 0ffc5 ; 

( 3 ) i^Jfc W 0 . 6 -Cfc 5 ; 

(4) f)t»pHlWpKa=5. 0T?*>5 

ft*5, ^#*eAT©«^lTi^ ^iMfy^ (FungiaspJ£ffl3lM#|5|-£ LT 
±fB#tt^1-§^5SI^^^S Lfc# , ? f - 1'7 W *S (Fungia sp. ) 

£ L< f*ia>f> 5R b< tti 3mU&&M&ir So 

t><fcv\ , 

U *ih/fcfc/B^T±ELfcHK&HWO 03/54191 ^#fc1BiW>£# 

D N AOr*©*^ SrJbfa UfcPCRia D.WfcStefcttx fHA UfcD N 
A«^«r»»fc*W«**«*lfffc J; 0 **** - J: U v BrSoSfcfega 
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jf^ a - Ki" 5 D N A Sr#5 - 3& S "C 1 5 . ■ - OD N A SrifiS *3§S* ^ A1" 

Sfcfc#IMlK:J:*tf*, ±El,fc**WoseS (mKO) o«ft#«fiftt) 
}i&$ft5o Afcttfctt* £JIT© (a) Xtt (b) »c^t«3te«a«^»«fS^ 

(a) ia»-*§-3, 5\ 7x«9u:©*feoT5y^ia^jSr^ri-sseir ; 
se>R:aioA#«fcu-cB:, kto (a) xtt (b) 

(a) iaWll, 13, 15, 17, 1 9, 2 1, 2 3, 2 5, 2 7^(12 

(b) @a^j##l 1, 1 3, 1 5, 1 7, 1 9, 2 1, 2 3, 2 5, 2 7Xtt2 
9 \ZLWM<OT 5 y mffi^I^*3v^x 1 a»fc«*©T $ / tttfex 

.ttmP*HfcT5y«BW**U 13, 15, 17, 

1 9, 2 1, 2 3, 2 5, 2 7Xfi2 9»T? ; Wtt5I6f t 

(i i) *36w©*-2©aofie5t 

*^(Dl2©S(Dieflt S35!l#-§-3 7, 3 9, 4 1, 4 3, 4 5X«4 
7lcE«^T^y^Sa^l^«Se«;^W^@a^l#-§-3 7; 3 9, 4 1, 4 

5161 t'Ji)5,, IB?fl##4 1, 4 3 , 4 5X(i4 7|C»7$ /WJ^t 
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176nm, 1 3 0 nm, 18 Onm, RXfl 8 0 n'mtfcS. BB5!I## 4 1 x 

( 1 ) COCP (T $ J WS3ft%W%&% 3 7 \Z.7jk U i£2fie?!l$:E?!l#* 3 8 l-^ 

(KHRtt^SEfi) : 5 7 6 nm 

5 7 6 nmKl38W-**/Hft*flyR : 6 4 0 0 0 

( 2 ) cocp-fl (T 5 y MB^I^B^*-^ 3 9 fc^ u HUHB^il *rBW»*-4 o ^ 

(«J|Kte«R*) : 5 6 O nm 
: 6 O Onm 

(3) keima616 (T§ /»K5HSrK5ll#*4 1 IC^U &gf£?'J&Sa?!)##4 2 

mm&x&M mumkmk) - 4 4 0 nm 

6 1 6nm 

p HlSStt : p H 7 . 5 ~ 1 0 "C&ft&gtt&Jfe 

(4) keima570 (T $ / ^IB^J ^ria^J## 4 3 tC^U mg@B?iJ £@a?lJ#-§- 4 4 

iiS^tft (M^ft):44 0nm 

: 5 7 Onm 
p H«Stt : p H 7 . 5 ~ 1 0 "C^^ISUS'W:** 

(5) cmkeima620 (T 5 /6&E?U£Ba?»J##4 5 fc^U ^ffl?IJSr®a^J#-i-4 

6 KTfrT) 
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®nm*&& (mm*$L&) : 440nm 
620nm 

(6) mkeima620 (7 5 / »K*J*rEai#*4 7fc*U &SIH?IJ&@a?IJ##4 8 
620nm 

yihy=f (Montipora. sp) *mm*Vct VX ? P-^^Sftfc. a*^*^ 
iMontipora. sp) its A«I.A»f-^ =*ffiSH>f i^Vrf 1 .5 KP^^ 

*5 N a^-yf-yrf (Montipora. sp) &&0&ft*&1r5Vl'=lfrb*ftW<Dm& 

So 

li»b2 0«, ^KlilHlOls £9£F&b<teia^7^ 
* U < « 1 frb 5 ffl, <ftfc«F * U < t* 1 i*b 3 ©@&&#*1-5o 

*S&fltBU (1) FRETWT^t^^ (**^-S**) tLXm^ 
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f^3 9, 4 1, 4 3, 4 5Xl44 7K:K*©T$/»SB5IJK:fcVNTld^«k*i 

SMrrsseaj os^tftii^tim ia»-^3 9, 4i, 43, 45x1* 
4 7 iciamo 75/ msa^ij 5 geK©«* 1 t m— e t> * v^ u 

&ftoT^Tfc<fcV\, »3fc«M4tt* &ft3&£> Jaififtft, 1k%®L&> P 

n t «5^5*CJfe So #W»l*Offi?!I*OiB^## 3 7, 3 9, 4 1, 4 3, 
4 5XS 4 7 (C|B«cLfc7 $ / »K^^fcBBai##.3 8 , 40, 42, 44, 

SrBRthU'-titfeSrfflV^-Ca^^U-Vrf (Montipora sp. ) S^cDNA?^^ 
9 y -Sr«®fc UX P C R 0 Z t £ 3: <0 , *3SW<Dg|=JStS: K-1*.SDN 
ASr«t#-r*Ci:«s-e#.6. *38W«Dge«Sr=-'K^«DNAO-aJ©WfJtSr 
J-lELfcP CRIt J; t)#fc#^t«, fmbfcDNABrtf 

(2) ^a^DNA 
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(a) Xf4 (b) ^1-SeS^ = -Kt*DNA^f t>M* 

Xte (b.) ^1-DNA^*fcW^tb5. 

(a) MHW#2lc|SitOMga^J^*«DNA 

( b ) IE?iJ#-i§- 2 t;ifBift©&Sga?iJt;:*3V^ , l a* »|oSio^, 

*fc % -hlBLfc (1) (d|B«Ufc«Kw^eK (mKO) <^IMfc^&«& 

=« — Ki" 5 d n a #31^ o mm ft X h 6 o 

£ e> te*35 W «fc*V«, #3§95 <Df£ 2 tf)§i g|f & a - K1"5 DNA» 
&3&m<om&'R&= l -\ t 1rZ>nNA<D&#.mbVX\*, UT<D (a) Xte (b) 
( a ) @a?!)## 3 7 , 39, 4 1, 4 3, 4 5 Xf*4 7 {dSBiWJT ^ / mSM* 
(b) |B»#3 7, 3 9, 4 1, 4 3, 4 5 Xfi 4 7 fcfBf^T ^ /miS^UlC 

^HWofe^^WX^^eK^^-KI-SDNAOH^S^^J^UT 

£TFtf> (a) Xtt (b) l^i-DNAfe^fc^if P>ttSo 
( a ) SB?IJ#-f 3 8 , 40, 4 2, 44, 4 6 X\*4 8 £fBg^&gfB?lJ£W-f 
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5DNA ; 

(b) @&W§-3 8, 4 0, 4 2, 4 4, 4 6 Xtt 4 8 K'8&<D&85fflKS8^ 

5 0i, ff*U<ttlH8 0ft j;D&^U<l41^f)2 0i, 

5U ^fl«l^9^^-^fflV^aKy^9— tf3t*RJ«? (PCR) fciotttfi' 

0!l;tr£v Molecular Cloning: A laboratory Mannual, 2 ni Ed. , Cold Spring Harbor 
Laboratory, Cold Spring Harbor, NY. ,1989, afctffc Current Protocols in 
Molecular Biology, Supplement 1~38, John Wiley & Sons (1987-1997) fclB^ 

(3) *jSW(Oa»»^»- 

^©DNAtiia^^^-^WLttfflnri'iS-elS, #3)193 
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^ . v?i^y ^ • T^y^-^at'fe-lF (Bacillusstearothermophilus 

maltogenic amylase gene), A^-)V7^ • yjr~*A'$X a 7?7- tfiifc^- 
(Bacillus licheniformis alpha-amylase gene), **f-JV7* ■ 7%d!) ^"^jf 1 
• BAN T 5 7 — IfSIHK^- (Bacillus amyloliquefaciens BAN amylase gene), 
/K^/V* • f-T'^y * • T/V# y 7°P'7 i 7 — ifAfc^Bacillus Subtilis 
alkaline protease gene) t> U< • 7*S/V* • *i"P f 

(Bacillus pumilus xylosldase gene) <D -?xx*£<-9 , *fc(47 7— 5> • 7&-?<D 
P R ;£L<f*P L :/P*— «(D lac, trp#L<titac:/ei*-*ft£# 

h*y l*r7xx*e—?s P 1 O^p^e-^, t-h^777 -^y^/v^TJ • jHD^ 
K o S/**ia£ttS e^n^e-^, A^BPftSLfctfHtfi* 1 t°p * 

*fc»V«f* !7P !7^/W*3 9 K^MM^wtte^p^-^Wfcs, 

ADH2-4c7"p^~ Pftiffrmtf bfrZo 

*fcttIIiifcOV^HTPI 1 *-§*-*:gL<»ADH3 
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;^5Ei b^S5feot)^)N^^^^i?-ia?0(^J^.ffsv.4 OiV/syf) 
is.tT^jiiR^WNyf-lB^J^^^T-ry va rna «r=— K****t> 

Ttffefc 1" S D N AiB^J Sr&ffi UT t £ < O-fll t tT S V 4 0 <« 
*-fcbTW:, #Rtf> Kntt^^^ (DHFR) *fc»5/3/1f-y 

(4) £%moMM&& 

*^1od n AXM^*^ * - fc£±t3S A1" 5 n b \z. «fc o 
7* h^*fett^o^T3Vt^^h^iaSrffiVNS^i^it)ff^«J;v\ 
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m%mmm<DmtLx\-i, hek2 9 3», HeLaamia, cosset b 

6*PIJia«S^rf e>*1/, fy*0^ "fe^ • i?l/fc*v^(Saccharoroyces 

cerevislae) ^fc(i"^^^7 n • ^/W^D ( Saccharomyces kluyveri)^ 

*fcttKy=i^/WlcJHi-«jBBJISl-Cfc*. LT^aSrfflVN 

T?%<5 (0!l^-f^N Baculovirus Expression Vectors, A Laboratory Manual ; 
# H' h \-fxi h = - v'UX*^ ^'^E- W^f a?- c 5>*-\ Bio/Technology, 
6, 47(1988)4£KfB«fc), 

(Autographa californica nuclear polyhedrosis virus) 3££rffl V^<5 w£ <5„ 
EkMi: UTWU Spodoptera frugiperda ©iP^fKJI&'Cfc'S S f 9 N S f 2 
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•7=.jlT;K #~f x ) a-'X^f ^y-vy'TyK'*^-^ H. Freeman 
and Company) % =3.-3—^ (New York), (1992)3, Trichoplusia ni <T>W£MM 
•CfcSH i F i v e (4 V n S**Vtfc§»)*?fcJB^S r. 1 &X~% s o 

±|B/<*ani>^/V^O*J»70^55feibTtt, y-^Bfcfr/W'* ABOUT 

&]|MifflHi-SK:H:, *»»»«:JI3v\h,tfJ:v\, 

mmm. num. mwmmKzztkmm, v^>\>r s ; ^^mm-tyr n 

0 ^fflV W h^77^^ S-SepharoseFF(7 

-fHfex ^H^V^^V5i&^ 77-f=f>f^O'rh^.77 < f-& 9 
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#3§^ <o&ytm e a^atis^- d n akk- u-c p c r &n b - t m 

fr) , 0fao»'&m3teae'«Sr=» w K*t-«DNA«r#5ia:ast»t*. -OD 
5:HWS)5, £<0#^fc:W\ *|BW©«3tefie««r=»-Ki-*DNAas 
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— "CWU TpNEOj (P. Southern, and P. Berg (1982) J. HOI. Appl. Genet. 1:3 
27), TpCAGGSJ (H. Niwa, K. Yamamura, and J. Miyazaki. Gene 108,193-200(1991)), 

rpRc/cMvj (^ v t* h o y yti) , rpCDMsj u v \f v n y ^#$1) ft £ j&S , ^ 

©ffi^*— r p RS303j , TpRS304j , r p RS305j , r p RS306j , r p RS313j , 
TpRS314J , r p RS315J , [pRS316] (R. S. Sikorski and P. Hieter (1989) Genetic 
s 122: 19-27), TpRS423j , T P RS424J , T P RS425J , r p RS426J (T. W. Christians 
on, R. S. Sikorski, M. Dante, J.RShero, and P. Hieter (1992) Gene 110: 119 
-i22) f£)£75Wmz.m^tlZ>o 

®8JJS, BalbC-3T3 NIH3T3 JM, CH0 (Chinese hamster ovary) #flfl&, HeialB 

JJS, NRK (normal rat kidney) $BJ3&, TSaccharomyces cerevisiaej t£¥<D&ftMV& 

^>^n (e. con) mm£¥*&m'tz>^bftx%z> 0 ^^-<o^m^<o 
iD, na^KDr, /M&fts =r/vs>#\ *»hJ&, ^/M-*y-A&i* 

©rWH^t biurets, 
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yb 09) ^mmmmm (atto ^w/m^-^t-j-^i^-) fciffcEwt 

#3S$©tbfrg Sift, 5 4 8 n mffc 9 , 5 5 

9 nmt?fc5^H s b, 5 3 0 — 5 5 Onm, ^5 5 0~6 0 Onm@E© 

Srtf5^^©T% it«fle?&j9CCD#^?«rttffl-r«. JftiPCCD^ yftu 
CCD fctitfspi-S i £ J; 0 WSrTif, mi§ft£3^£&i#raftft*t?££BI1fc: 

^|fflOtt5:^fflSr^«f1-6#ft©-otU-C, FRET (M«^ 
*/i"¥HB£) asfciMvcv^. FRETtli, flljfcf** »— ©**ae*tiU 
T©i/7y«iei (cfp) -?MWL\stz.m-<DfrFh. *r©t^ieHi 
LToHfe^ftSBfr (yfp) "CSIBftU^-^^i: CifcJ: 
0, ^£J£ftg&SC (YFP) feT^-fe^^^ifC^ffl**, isTlsgft 
®6« (CFP) &h^-#*fcL*Cflsffl<SHi\ Wf©Kt-FRET 
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. *3SW<jO>*3tefi'eflt&tf6*aeftJ4x 4#fc. FRET 

»«i»itfc*Efi*ffli**ai©«^ff i S'JwMei t ott-a-* cm 2 com 

, (FRET) OW4C$t5wt^tt5, 

» 

(6) 3tc%W<P^y h 
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■*»wfcj:*Ltf, *9mmz.&m^it?kftmbw, m-t^mm, dna, 

^#Att KO- 1 SrffAUfc^Hl^^ ?~ (PRSET B) (HB§l<&ilWO 0 3/ 
5 4 19 1 -fr&ttfcfBfc© KO-1 4ra- K1"5 DNA ^ir^%W<^ 

-f^-fc:£ D'#ft$^fc*DNA»f>T-«riaiRjES**T?DNA y #-i£&;BV>Tofc^ x 
*HJ»A$*bfc«5^^39SiWl-fc ^l*^ ft t> o i: 5 ¥fe«rff o fc. ' DNA 
y DNA Wttfcofc CRSfc dna ©sjdBfciy ym^Sr^i:1-5fc», ffl 

(D -f=74^-(0 5' y^BMb 
100/xM ^y-f-v- 2^1 
10 X T4 polynucleotide kinase buffer 5jul 
100 juM ATP 0.5^1 
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T4 polynucleotide kinase (10 U/m1) 



41.5/zl 



ljxl 



K11R, F13Y 

CCAGAGATGAAGATGAGGTACTACATGGACGGC (Kfl|##5 9) 
V25I 

CATGAGTTCACAATTGAAGGTGAAGGC '(BBfl|##6 0) 
K32R 

GAAGGCACAGGCAGACCTTACGAGGGA (1B5»J#-^ 6 1) 
S55A 

CCMTGCCTTTCGCGTTTGACTTAGTG (Eai#^6 2) 
T62V 

TTAGTGTCACACGTGTTCTGTTACGGC (@H^J## 6 3) 
Q96E 

GAAAGGTCGTTGGAGTTCGAAGATGGT (@B5»J3I-I§- 6 4) 
F102S, A104S 

GAAGATGGTGGGTCCGCTTCAGTCAGTGCG (1B^J#^- 6 5 ) 
C115T, E117Y 

AGCCTTAGAGGAAACACCTTCTACCACAAATCCA (E?flS#6 6) 
V123T 

CAAATCCAAATTTACTGGGGTTAACTTTCCTG (lB^J#-§"6 7) 
V133I 

GCCGATGGTCCTATCATGCAAAACCAAAGT (1B?!|#^- 6 8) 
S139V 

GCCGATGGTCCTATCATGCAAAACCAAAGTGTTGATTGGGAGCCA (IS*W§-6 9) 
T150A, C151S 
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GAGAAAATTACTGCCAGCGACGGAGTTCTGAAG (MHtt 7 0) 
F162Y, A166E 

GATGTTACGATGTACCTAAAACTTGAAGGAGGCGGCAATCAC (BB?9## 7 1 ) 
Q190G, F193Y, G195S 

CTTAAAATGCCAGGAAGCCATTACATCAGCCATCGCCTCGTCAGG (IB?IJ#-^ 7 2 ) 
C217S 

GATGCAGTAGGTCATTCCCTCGAGCACCACCACC (R 7 3 ) 



(2) «^APCR 

5' y 4 M i 

template (KO-pRSET B) . lOOng 

10 X polymerase buffer 2. 5 n 1 

10 X DNA ligase buffer 2.5/xl 

2.5mMdNTPs 1/il 

polymerase (pfu) 2. 5U/m1 1m1 

Taq DNA ligase 40U/ ju 1 0. 5 n 1 

■fv. tfy A: 



r/Wf-^f ^ 7 — ft GeneAmp PCR system 9700 Lfc c 

1) 65^ 5 min 

2) 95*0 2 min 

3) 95t 20 sec 

4) 52^C 20 sec 

5) 65^. 8 min 

J:fB03) ~5) &25iH^/HI!)5g-f 

6) 75*0 7 min ( 

7) 4<C hold 
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(3) Dpnl^S 

?CR'&<D-9-y?MZ. Dpnl £ 1 n 1 *P?IT 37*0 1 B#F^-T y*»*<- h LTf ^ 
/l/-h^7^5 KSrilQRfrLfco. 

(4) 

Dpnl JM109 (CM^UX^^A^^ K0-1 £31 

(5) ^ft^b Kusabira-Orange (mKO) (DT^y^IB^J 

^Sa&£> ko &mft<DM&mn*Mffi ur-;; ^sa^u Lfc ^oifc 

^ ll#BOy^ (K) ^T/V=¥^V (R) fcls lZm&<D7~~/l'T ! 7=^y (F) 
Sr^a^y (Y) 25#BO/<yy (V) ^^ya-Ti/y (I) (^ 32#lOJJ 
(K) %T/>^=y (R) fc N 55 # gO-fey y (S) &T7=y (A) 62 
#|©b y (T) V (V) 96 #B<Oi//V^ 5. V (Q) -Ir^/l'* 5 

yg£ (E) 102#lOi7^^/VT7^> (F) *±})l/ (S) fc s 104#B<DT 
(A) Sr-feyy (S) In, 115 #B 45^*7^ y(C) fcH/*sy (T) m x 
117 #i <Otf ?V# 5 y^ (E) ^fc^ (Y) ^ 123#i^/^yy (V) SrfW 

^-=y (t) ic> i33#go^y v (v) &^yp>fyy (I) 139 #g ©-fey 

y (S) (V) fc N 150 #B© hl/^-^y (T) 5:77^ (A) 151 

#l©e/xf^v (c) Sr-tyy (s) i62#s<Dy^-/uT7=y (f) £9=- 

(Y) fc v 166#B©77~> (A) &^7v*S>$ (E) 190#B©^ 
/v^^V (Q) Sr^yyy (G) fc v 193#1©7*»/VT9^5> (F) fc^-oVy 

(y) ^ i95#io^y w (g) ^fey^ (s) k> 2i7#g©v^<ry _(c) 
%± y y (s) tfi& $ ft w/t. $ b Kozak m&\ttto<oit#> 2fi©tyy(s) 

©tWKl^y^ (V) £i*ALfc 0 iO^m^SrmKO iU, mKO ©75 J 
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*»j&«rfflV>T raKO \Z. His-Tag fcttfln LfcaeJt*1Mfefc £ «3 
Ni-Agarose ^^-CllLfc. 

20juM^gS> 50mM HEPES pH7. 5 fem&Rl^Xmx^? h^&ill^Lfco 
^©^^ h7U<D\f—^<D^.X V^frWtmk^&^tCo mKO 548nm \ZJ& 
HSLOV-ttmitoblns 500nm 1^*5 ft £ KHX # 0. 0025 ^5i5IMS^l 
E©I»-etl?fC, 500nm-CSbfeLfcB#<D^^^^ h^t 590nm l^tfS 
MIC £5ls!jfe*^ W^&$I^Lfc 0 DsRed(CLONTECH) Srl^Slfc: 500nm fcl&tlS 
©IfctfS 0.0025 t&5,fc5Kb-C3bfc*^ hHlSU DsRed CD*^l»<Sr 
0. 29 i LX mKO CDi^WSrJfc&fc. 

jj^fcie lxiai Rxtm 2 ic^-fo * i ar^iwo 03/54191 



















KO 


548 nm 


561 nm 


109750 


0.45 


217 




pKa<5.0 


mKO 


548 nm 


559 nm 


51600 


0.6 


218 




D Ka=5.0. 



mKO iet^ 150mM KC1, 50mM HEPES-K0H pH7. 4 t L.7c 0 mKO <7)^*^: 

fl^T 25, OOOrpra, 22 B^Jg/^ LT, mKO (DWSMk (548nm) 540nm CD 

Pj£l&£ii£ Lfc, *©aijfeit&*;&> b mKO <D^M\t 28 k Da t fhg £ tlfc (@ 3 ) 0 
y^E^IJ^b«§^5 26kDa £l3c#-g[U mKO # UT# 
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KO 33 £tfmK0 <D N 5fc$$K^ Yeast cytochrome oxidase f^asy h 4 

© N 12 T 5: / & (MLSLRQSIRFFK) £#2)0 U HeLa »<D ^ h^VKU T — 

<ofi-/f^y?&ft\,\ * hayKyro^^ffofc. ko (zijkft) b:jE 

Sftfc (H4). mKO («#) fcjHfeteS hayKUTl^-^T^^ 

titc (0 5), 

5 : t*WfeOift5 mKO 
(1) 3£JS3»A • 

mKO COT 5 y»%SiftU x itfO fcttft*ofc«*^*i*o^Se5t©fNKSr 
frofco AgJWAttnKO £#ALfc*fl&f&3§m^*- (pRSET B ) 
A^^^^-^fc^VNTPCR %^t5-i!^<fc OffofCo PCR OS^fcy^^ 

(a) :/-7^-<o5' y^BWb 

100 jiM primer 2m 1 

10 X T4 polynucleotide kinase buffer 5/tl 

lOO^M ATP 0.5/xl 

i&Hzk 41.5^1 

T4 polynucleotide kinase (10U/m1) 1^1 
37*01? 30 #fRK h Ufc 0 



(b) &^g3»APCR 

5' y vmwyj-*- in i 

template (mKO - pRSET B ) lOOng 
10 X polymerase buffer 2.5/zl 
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10 X DNA ligase buffer 



2.5 ft I 



2. 5mM dNTPs 



lAxl 



polymerase (pfu) 2. 5U/ p. 1 



lul 



Taq DNA ligase 40U/ul 0.5/zl 

f-— v/Uf-^ $ GeneArap PCR system 9700 Sr&iB bfc 0 

1) 65^ 5 min 

2) 2 min 

3) 95^ 20 sec 
•4) 52^ 20 sec 

5) 65^C 8 min 

6) 75^C 7 min 

7) 4t: hold 

3) ~5) &251M 

(c) Dpnl*0>3l 

PCRmoih^^w^Dpnl Sr l/xl*P?tT 37*0^ 1 B#M^ h UtV 

(d) ^tf^0$ft«&. 

Dpnl mm^^s-f^ttW JM109'(PE3)l^|MEtfeU-C3g^A«O mKO 

(2) mKO^^OT^/mttmTOfc'J:^*^ 

&ft»£fcf±3t3te#3te#£th F-2500 (HITACHI) Srteffi bfc G KteSStetta- 
»&frU-3310 (HITACHI) bfc 0 
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mK0O 70#BO^P y y (?) Sr^^'TV (C) 160#|©A*y^ (V) £ 
7*/^^^ (D) fc v 162#g05^^=^ (M) (L) Ul, 176 # 
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SEQUENCE LISTING 
<110> RIKEN 

<120> Fluorescent protein 

<130> A41869A 

<160> 81 

<210> 1 

<211> 218 

<212> PRT 

<213> Fungia sp. 

<400> 1 , 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly. Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Pro Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 
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130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 2 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 2 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

aag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 
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50 55 60 

tgt tac ggc cac aga cct ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Pro Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gee gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea ace gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa aag att ctt aaa atg cca gga age 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

cat tac ate age cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 

4 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 
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195 200 205 

gag ctg gta gaa gat gca gta get cat tec tga 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 3 
<211> 218 
<212> PRT . 
<213> Fungia sp. 
<400> 3 

Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Cys Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 
130 135 140 
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Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Asp 
145 150 155 160 

Thr Leu Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Met 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 4 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 4 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 / 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

aag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 
50 55 60. 
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tgc tac ggc cac aga tgt ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Cys Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gac 480 
Ser Thr Glu Lys lie Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Asp 
145 150 155 160 

acg ttg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa atg 528 
Thr Leu Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Met 

165 170 175 

aag act act tac aag gcg gca aaa aag att ctt aaa atg cca gga age 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

cat tac ate age cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 
195 200 . 205 
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gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 5 
<211> 218 
<212> PRT 

<213> Fungia sp. • 
<400> 5 

Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 I 5 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Gly Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Asp 
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145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Met 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 6 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 6 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

aag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 
50 55 60 

tac ggc cac aga ggt ttt act aaa tat cca gaa gag ata cca gac 240 
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Gly Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His lie Ser Leu 

100 105 H° 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 .120 I 25 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 I 40 

tea acc gag aaa att act gec age gac gga gtt ctg aag ggt gat gat 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Asp 
145 150 155 . 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa atg 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Met 

165 170 175 

aag act act tac aag gcg gca aaa aag att ctt aaa atg cca gga age 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

cat tac ate age cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr lie Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 
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Glu Leu Val Glu Asp Ala Val Ala His Ser 



210 



215 



<210> 7 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 7 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Ala Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu lie Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 



Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 



85 



90 



95 



145 



150 



155 



160 
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Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Lys lie Leu Lys Met Pro Gly Ser 

180 185 190 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 8 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 8 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

aag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Lys Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

get tac ggc cac aga ggt ttt act aaa tat cca gaa gag ata cca gac 240 
Ala Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
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65 70 75. 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His lie Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro lie Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys lie Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa aag att ctt aaa atg cca gga age 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Lys He Leu Lys Met Pro Gly Ser 

180 185 190 

cat tac ate age eat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn lie Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 
Glu Leu Val Glu Asp Ala Val Ala His Ser 
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210 215 
<210> 9 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 9 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Leu Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Lys Pro Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser- Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Trp Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 
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165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 10 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400>10 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag ctg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Leu Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aaa cct ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Lys Pro Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 
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tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gee gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tgg acc gag aaa att act gec age gac gga gtt ctg aag ggt gat gtt 480 
Trp Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 ; 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

18Q 185 190 

cat tac ate age cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Ser His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

« 

210 215 
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<210> 11 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 11 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 ; 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 ' 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 HO 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 
165 170 175 
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Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 12 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 12 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga ggt ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Gly Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

i 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
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Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 . 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His lie Ser Leu 

100 105 HO 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asm Phe 

115 120 125 

cct gee gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro lie Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 I 40 

tea ace gag aaa att act gec age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 .155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 
165 170 I 75 

. aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

180 185 19° 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn lie Thr 

195 200 2*05 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 13 
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<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 13 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Ala Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 
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180 185 190 

His Tyr lie Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn lie Thr 
195 200 205 

« 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 14 
<211> 657 
<212> DNA 
<213> Pungia sp. 
<400> 14 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga get ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Ala Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 
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85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggg cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 15 
<211> 218 
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<212> PRT 
<213> Fungia sp. 
<400> 15 

Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Ser Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 ' 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 
180 185 190 
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His Tyr lie Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 16 
<211> 657 
<212> DNA . 
<213> Fungia sp. 
<400> 16 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga tct ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Ser Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 
85 90 95 
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gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac ace ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 - 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 17 
<211> 218 

4 

<212> PRT 
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<213> Fungia sp. 
<400> 17 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1.5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Cys Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe. Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 
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195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 18 
<211> 657 
<212> DNA 
<213> Fungi a sp. 
<400> 18 

atg gtg agt gtg att aaa cca gag atg aag atg agg tae tac atg gac 48 
Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta c'gc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga tgt ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Cys Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
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Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gec age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat- tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 19 
<211> 218 
<212> PRT 
<213> Fungia sp. 

27/121 
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<400> 19 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Thr Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

i 

195 200 205 
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Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 20 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 20 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr lie Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 .40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga act ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Thr Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 
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100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro lie Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

180 . 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 21 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 21 
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Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Val Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 
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210 215 
<210> 22 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 22 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr lie Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga gta ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Val Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec x gct tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 
100 105 110 
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aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 23 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 23 , 

Met Val. Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 
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1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Ttir Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Leu Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His lie Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 i 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 
210 215 
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<210> 24 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 24 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr lie Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 • 60 

tgt tac ggc cac aga ctt ttt act aaa "tat cca gaa gag eta cca gac 240 
Cys Tyr Gly His Arg Leu Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
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Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gcc gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea ace gag aaa att act gcc age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 25 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 25 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 
1 5 10 15 
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Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Tyr Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 26 
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<211> 657 
<212> DNA 
<213> Fungia sp. 
<400> 26 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 . 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Tfcr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga tac ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Tyr Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gt c agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 
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115 120 125 

cct gcc gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea ace gag aaa att act gcc age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa ace gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 27 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<400> 27 

Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

15 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr lie Glu Gly Glu Gly Thr Gly 
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20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Gin Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 ' 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 28 

i 

<211> 657 
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<212> DNA 
<213> Fungia sp. 
<400> 28 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

35 40 45 

gag ggc ggg Cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga cag ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Gin Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser . Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 
115 120 125 
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cct gcc gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro lie Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea ace gag aaa att act gcc age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala. Lys Glu He Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa ace gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 ' 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 29 
<211> 218 
<212> PRT 
<213> Fungia sp. 
<220> 

<221> UNSURE 
<222> (186) 

<223> unknown ami ono. acid 
<400> 29 
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Met Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

Arg Pro Tyr Glu Gly His Gin Glu Met Thr . Leu Arg Val Thr Met Ala 

35 40 45 

Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

Cys Tyr Gly His Arg Asn Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 
65 70 75 80 

Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 

85 90 95 

Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val 
145 150 155 160 

Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

Lys Thr Thr Tyr Lys Ala Ala Lys Glu Xaa Leu Glu Met Pro Gly Asp 

180 185 190 

His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 
195 200 205 

* 

Glu Leu Val Glu Asp Ala Val Ala His Ser 
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210 215 
<210> 30 
<211> 657 
<212> DNA 
<213> Fungia sp. 
<220> 

<221> unsure 
<222> (556) 

<223> unknown nucleotide 
<400> 30 

atg gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac 48 
Met Val Ser Val lie Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp 

1 5 10 15 

ggc tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc 96 
Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly 

20 25 30 

aga cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gec 144 
Arg Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala 

. 35 40 45 

gag ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc 192 
Glu Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe 

50 55 60 

tgt tac ggc cac aga aat ttt act aaa tat cca gaa gag ata cca gac 240 
Cys Tyr Gly His Arg Asn Phe Thr Lys Tyr Pro Glu Glu He Pro Asp 

65 70 75 80 

tat ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg 288 
Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu 
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85 90 95 

gag ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt 336 
Glu Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu 

100 105 110 

aga gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt 384 
Arg Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe 

115 120 125 

cct gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca 432 
Pro Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro 

130 135 140 

tea acc gag aaa att act gee age gac gga gtt ctg aag ggt gat gtt 480 
Ser Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu . Lys Gly Asp Val 
145 150 155 160 

acg atg tac eta aaa ctt gaa gga ggc ggc aat cac aaa tgc caa ttc 528 
Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe 

165 170 175 

aag act act tac aag gcg gca aaa gag ntt ctt gaa atg cca gga gac 576 
Lys Thr Thr Tyr Lys Ala Ala Lys Glu Xaa Leu Glu Met Pro Gly Asp 

180 185 190 

cat tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act 624 
His Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr 

195 200 205 

gag ctg gta gaa gat gca gta get cat tec taa 657 
Glu Leu Val Glu Asp Ala Val Ala His Ser 

210 215 
<210> 31 

<211> 665 . , 
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<212> PRT 
<213> Fungia sp. 
<400> 31 

Met Ala Glu Pro Arg Gin Glu Phe Glu Val Met Glu Asp His Ala Gly 

1 5 10 15 

Thr Tyr Gly Leu Gly Asp Arg Lys Asp Gin Gly Gly Tyr Thr Met His 

20 25 30 

Gin Asp Gin Glu Gly Asp Thr Asp Ala Gly Leu Lys Glu Ser Pro Leu 

35 40 45 

Gin Thr Pro Thr Glu Asp Gly Ser Glu Glu Pro Gly Ser Glu Thr Ser 

50 55 60 

Asp Ala Lys Ser Thr Pro Thr Ala Glu Asp Val Thr Ala Pro Leu Val 
65 70 75 80 

Asp Glu Gly Ala Pro Gly Lys Gin Ala Ala Ala Gin Pro His Thr Glu 

85 90 95 

He Pro Glu Gly Thr Thr Ala Glu Glu Ala Gly He Gly Asp Thr Pro 

100 105 110 

Ser Leu Glu Asp Glu Ala Ala Gly His Val Thr Gin Ala Arg Met Val 

115 120 125 

Ser Lys Ser Lys Asp Gly Thr Gly Ser Asp Asp Lys Lys Ala Lys Gly 

130 135 140 

Ala Asp Gly Lys Thr Lys He Ala Thr Pro Arg Gly Ala Ala Pro Pro 
145 150 155 160 

Gly Gin Lys Gly Gin Ala Asn Ala Thr Arg lie Pro Ala Lys Thr Pro 

165 170 175 

Pro Ala Pro Lys Thr Pro Pro Ser Ser Gly Glu Pro Pro Lys Ser Gly 
180 185 190 
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Asp Arg Ser Gly Tyr Ser Ser Pro Gly Ser Pro Gly Thr Pro Gly Ser 

195 200 205 

Arg Ser Arg Thr Pro Ser Leu Pro Thr Pro Pro Thr Arg Glu Pro Lys 

210 215 220 

Lys Val Ala Val Val Arg Thr Pro Pro Lys Ser Pro Ser Ser Ala Lys 
225 230 235 240 

Ser Arg Leu Gin Thr Ala Pro Val Pro Met Pro Asp Leu Lys Asn Val 

245 250 255 

Lys Ser Lys He Gly Ser Thr Glu Asn Leu Lys His Gin Pro Gly Gly 

260 265 270 

Gly Lys Val Gin He He Asn Lys Lys Leu Asp Leu Ser Asn Val Gin 

275 280 285 

Ser Lys Cys Gly Ser Lys Asp Asn He Lys His Val Pro Gly Gly Gly 

290 295 300 

Ser Val Gin He Val Tyr Lys Pro Val Asp Leu Ser Lys Val Thr Ser 
305 310 315 320 

Lys Cys Gly Ser Leu Gly Asn He His His Lys Pro Gly Gly Gly Gin 

325 . 330 335 

Val Glu Val Lys Ser Glu Lys Leu Asp Phe Lys Asp Arg Val Gin Ser 

340 345 350 

Lys He Gly Ser Leu Asp Asn He Thr His Val Pro Gly Gly Gly Asn 

355 360 365 

Lys Lys He Glu Thr His Lys Leu Thr Phe Arg Glu Asn Ala Lys Ala 

370 375 380 

Lys Thr Asp His Gly Ala Glu lie Val Tyr Lys Ser Pro Val Val Ser 
385 390 395 400 

Gly Asp Thr Ser Pro Arg His Leu Ser Asn Val Ser Ser Thr Gly Ser 
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405 410 415 

He Asp Met Val Asp Ser Pro Gin Leu Ala Thr Leu Ala Asp Glu Val 

420 425 430 

Ser Ala Ser Leu Ala Lys Gin Gly Leu Gly Ser Gly Gly Glu Phe Met 

435 440 445 

Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp Gly 

450 455 460 

Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly Arg 
465 470 475 480 

Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala Glu 

485 490 495 

Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe Cys 

500 505 510 

Tyr Gly His Arg Val Phe Thr Lys Tyr Pro Glu Glu He Pro Asp Tyr 

515 '520 525 

Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu Glu 

530 535 540 

Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu Arg 
545 550 555 560 

Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe Pro 

565 570 575 

Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro Ser 

580 585 590 

Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val Thr 

595 600 605 

Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe Lys 
610 615 620 

48/121 



WO 2005/054464 PCT/JP2004/0 18437 

Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp His 
625 630 635 640 

Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr Glu 

645 650 655 

Leu Val Glu Asp Ala Val Ala His Ser 
660 665 

<210> 32 
<211> 1998 
<212> DNA 
<213> Fungia sp. 
<400> 32 

atg get gag ccc cgc cag gag ttc gaa gtg atg gaa gat cac get ggg 48 
Met Ala Glu Pro Arg Gin Glu Phe Glu Val Met Glu Asp His Ala Gly 

1 5 10 15 

acg tac ggg ttg ggg gac agg aaa gat cag ggg ggc tac acc atg cac 96 
Thr Tyr Gly Leu Gly Asp Arg Lys Asp Gin Gly Gly Tyr Thr Met His 

20 25 30 

caa gac caa gag ggt gac acg gac get ggc ctg aaa gaa tct ccc ctg 144 
Gin Asp Gin Glu Gly Asp Thr Asp Ala Gly Leu Lys Glu Ser Pro Leu 

35 40 45 

cag acc ccc act gag gac gga tct gag gaa ccg ggc tct gaa acc tct 192 
Gin Thr Pro Thr Glu Asp Gly Ser Glu Glu Pro Gly Ser Glu Thr Ser 

50 55 60 

gat get aag age act cca aca gcg gaa gat gtg aca gca ccc tta gtg 240 
Asp Ala Lys Ser Thr Pro Thr Ala Glu Asp Val Thr Ala Pro Leu Val 
65. 70 75 80 

gat gag gga get ccc ggc aag cag get gec gcg cag ccc cac acg gag 288 
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Asp Glu Gly Ala Pro Gly Lys Gin Ala Ala Ala Gin Pro His Thr Glu 

85 90 95 

ate cca gaa gga acc aca get gaa gaa gca ggc att gga gac ace ccc 336 
He Pro Glu Gly Thr Thr Ala Glu Glu Ala Gly He Gly Asp Thr Pro 

100 105 110 

age ctg gaa gac gaa get get ggt cac gtg acc caa get cgc atg gtc 384 
Ser Leu Glu Asp Glu Ala Ala Gly His Val Thr Gin Ala Arg Met Val 

115 120 125 

agt aaa age aaa gac ggg act gga age gat gac aaa aaa gee aag ggg 432 
Ser Lys Ser Lys Asp Gly Thr Gly Ser Asp Asp Lys Lys Ala Lys Gly 

130 135 140 

get gat ggt aaa acg aag ate gee aca ccg egg gga gca gee cct cca 480 
Ala Asp Gly Lys Thr Lys He Ala Thr Pro Arg Gly Ala Ala Pro Pro 
145 150 155 160 

ggc cag aag ggc cag gec aac gec acc agg att cca gca aaa acc ccg 528 
Gly Gin Lys Gly Gin Ala Asn Ala Thr Arg He Pro Ala Lys Thr Pro 

165 170 175 

ccc get cca aag aca cca ccc age tct ggt gaa cct cca aaa tea ggg 576 
Pro Ala Pro Lys Thr Pro Pro Ser Ser Gly Glu Pro Pro Lys Ser Gly 

180 185 190 

gat cgc age ggc tac age age ccc ggc tec cca ggc act ccc ggc age 624 
Asp Arg Ser Gly Tyr Ser Ser Pro Gly Ser Pro Gly Thr Pro Gly Ser 

195 200 205 

cgc tec cgc acc ccg tec ctt cca acc cca ccc acc egg gag ccc aag 672 
Arg Ser Arg Thr Pro Ser Leu Pro Thr Pro Pro Thr Arg Glu Pro Lys 
210 215 220 

i 

aag gtg gca gtg gtc cgt act cca ccc aag teg ccg tct tec gec aag 720 

50/121 



fvuuouyiwt inie:»i/.\uocuments ang oemngsvevaiimuesMop\uw^aiui<->jw»wu^u>yt-rvn.wvi 




WO 2005/054464 PCT/JP2004/018437 
Lys Val Ala Val Val Arg Thr Pro Pro Lys Ser Pro Ser Ser Ala Lys 
225 230 235 240 

age egc ctg cag aca gec ccc gtg ccc atg cca gac ctg aag aat gtc 768 
Ser Arg Leu Gin Thr Ala Pro Val Pro Met Pro Asp Leu Lys Asn Val 

245 250 255 

aag tec aag ate ggc tec act gag aac ctg aag cac cag ccg gga ggc 816 
Lys Ser Lys He Gly Ser Thr Glu Asn Leu Lys His Gin Pro Gly Gly 

260 265 270 

ggg aag gtg cag ata att aat aag aag ctg gat ctt age aac gtc cag 864 
Gly Lys Val Gin He He Asn Lys Lys Leu Asp Leu Ser Asn Val Gin 

275 .280 285 

tec aag tgt ggc tea aag gat aat ate aaa cac gtc ccg gga ggc ggc 912 
Ser Lys Cys Gly Ser Lys Asp Asn He Lys His Val Pro Gly Gly Gly 

290 295 300 

agt gtg caa ata gtc tac aaa cca gtt gac ctg age aag gtg ace tec 960 
Ser Val Gin lie Val Tyr Lys Pro Val Asp Leu Ser Lys Val Thr Ser 
305 310. 315 320 

aag tgt ggc tea tta ggc aac ate cat cat aaa cca gga ggt ggc cag 1008 
Lys Cys Gly Ser Leu Gly Asn He His His Lys Pro Gly Gly Gly Gin 

325 330 335 

gtg gaa gta aaa tct gag aag ctt gac ttc aag gac aga gtc cag teg 1056 
Val Glu Val Lys Ser Glu Lys Leu Asp Phe Lys Asp Arg Val Gin Ser 

340 345 350 

aag att ggg tec ctg gac aat ate acc cac gtc cct ggc gga gga aat 1104 
Lys He Gly Ser Leu Asp Asn He Thr His Val Pro Gly Gly Gly Asn 

355 360 365 

aaa aag att gaa acc cac aag ctg acc ttc cgc gag aac gee aaa gec 1152 
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Lys Lys He Glu Thr His Lys Leu Thr Phe Arg Glu Asn Ala Lys Ala 

370 375 380 

aag aca gac cac ggg gcg gag ate gtg tac aag teg cca gtg gtg tct 1200 
Lys Thr Asp His Gly Ala Glu lie Val Tyr Lys Ser Pro Val Val Ser 
385 390 395 400 

ggg gac acg tct cca egg cat etc age aat gtc tec tec acc ggc age 1248 
Gly Asp Thr Ser Pro Arg His Leu Ser Asn Val Ser Ser Thr Gly Ser 

405 410 415 

ate gac atg gta gac teg ccc cag etc gee acg eta get gac gag gtg 1296 
He Asp Met Val Asp Ser Pro Gin Leu Ala Thr Leu Ala Asp Glu Val 

420 425 430 

tct gee tec ctg gee aag cag ggt ttg gga tec gga ggt gaa ttc atg 1344 
Ser Ala Ser Leu Ala Lys Gin Gly Leu Gly Ser Gly Gly Glu Phe Met 

435 440 445 

gtg agt gtg att aaa cca gag atg aag atg agg tac tac atg gac ggc 1392 
Val Ser Val He Lys Pro Glu Met Lys Met Arg Tyr Tyr Met Asp Gly 

450 455 460 

tec gtc aat ggg cat gag ttc aca att gaa ggt gaa ggc aca ggc aga 1440 
Ser Val Asn Gly His Glu Phe Thr He Glu Gly Glu Gly Thr Gly Arg 
465 470 475 480 

cct tac gag gga cat caa gag atg aca eta cgc gtc aca atg gee gag 1488 
Pro Tyr Glu Gly His Gin Glu Met Thr Leu Arg Val Thr Met Ala Glu 

485 490 495 

ggc ggg cca atg cct ttc gcg ttt gac tta gtg tea cac gtg ttc tgt 1536 
Gly Gly Pro Met Pro Phe Ala Phe Asp Leu Val Ser His Val Phe Cys 
500 505 510 

« 

tac ggc cac aga gta ttt act aaa tat cca gaa gag ata cca gac tat 1584 
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Tyr Gly His Arg Val Phe Thr Lys Tyr Pro Glu Glu He Pro Asp Tyr 

515 520 525 

ttc aaa caa gca ttt cct gaa ggc ctg tea tgg gaa agg teg ttg gag 1632 
Phe Lys Gin Ala Phe Pro Glu Gly Leu Ser Trp Glu Arg Ser Leu Glu 

530 535 540 

ttc gaa gat ggt ggg tec get tea gtc agt gcg cat ata age ctt aga 1680 
Phe Glu Asp Gly Gly Ser Ala Ser Val Ser Ala His He Ser Leu Arg 
545 550 555 560 

gga aac acc ttc tac cac aaa tec aaa ttt act ggg gtt aac ttt cct 1728 
Gly Asn Thr Phe Tyr His Lys Ser Lys Phe Thr Gly Val Asn Phe Pro 

565 570 575 

gec gat ggt cct ate atg caa aac caa agt gtt gat tgg gag cca tea 1776 
Ala Asp Gly Pro He Met Gin Asn Gin Ser Val Asp Trp Glu Pro Ser 

580 585 590 

acc gag aaa att act gec age gac gga gtt ctg aag ggt gat gtt acg 1824 
Thr Glu Lys He Thr Ala Ser Asp Gly Val Leu Lys Gly Asp Val Thr 

595 600 605 

atg tac eta aaa ctt .gaa gga ggc ggc aat cac aaa tgc caa ttc aag 1872 
Met Tyr Leu Lys Leu Glu Gly Gly Gly Asn His Lys Cys Gin Phe Lys 

610 615 620 

act act tac aag gcg gca aaa gag att ctt gaa atg cca gga gac cat 1920 
Thr Thr Tyr Lys Ala Ala Lys Glu He Leu Glu Met Pro Gly Asp His 
625 630 635 640 

tac ate ggc cat cgc etc gtc agg aaa acc gaa ggc aac att act gag 1968 
Tyr He Gly His Arg Leu Val Arg Lys Thr Glu Gly Asn He Thr Glu 

645 650 655 

ctg gta gaa gat gca gta get cat tec taa 1998 
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Leu Val Glu Asp Ala Val Ala His Ser 
660 665 

<210> 33 
<211> 480 
<212> PRT 
<213> Fungia sp. 
<400> 33 

Met Gly Thr He Leu Phe Leu Thr Met Val He Ser Tyr Phe Gly Cys 

15 10 15 

Met Lys Ala Ala Pro Met Lys Glu Ala Asn Val His Gly Gin Gly Asn 

20 25 30 

Leu Ala Tyr Pro Ala Val Arg Thr His Gly Thr Leu Glu Ser Val Asn 

35 40 45 

Gly Pro Arg Ala Gly Ser Arg Gly Leu Thr Thr Thr Ser Leu Ala Asp 

50 65 60 

Thr Phe Glu His Val He Glu Glu Leu Leu Asp Glu Asp Gin Lys Val 
65 70 75 80 

Arg Pro Asn Glu Glu Asn His Lys Asp Ala Asp Leu Tyr Thr Ser Arg 

85 90 95 

Val Met Leu Ser Ser Gin Val Pro Leu Glu Pro Pro Leu Leu Phe Leu 

100 105 110 

Leu Glu Glu Tyr Lys Asn Tyr Leu Asp Ala Ala Asn Met Ser Met Arg 

115 120 125 

Val Arg Arg His Ser Asp Pro Ala Arg Arg Gly Glu Leu Ser Val Cys 

130 135 140 

Asp Ser He Ser Glu Trp Val Thr Ala Ala Asp Lys Lys Thr Ala Val 

4 

145 150 155 160 
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Asp Met Ser Gly Gly Thr Val Thr Val Leu Glu Lys Val Pro Val Ser 

165 170 175 

Lys Gly Gin Leu Lys Gin Tyr Phe Tyr Glu Thr Lys Cys Asn Pro Met 

180 185 190. 

Gly Tyr Thr Lys Glu Gly Cys Arg Gly He Asp Lys Arg His Trp Asn 

195 200 205 

Ser Gin Cys Arg Thr Thr Gin Ser Tyr Val Arg Ala Leu Thr Met Asp 

210 215 220 

Ser Lys Lys Arg lie Gly Trp Arg Phe He Arg He Asp Thr Ser Cys 
225 230 235 240 

Val Cys Thr Leu Thr lie Lys Arg Gly Arg Gly Val Pro Arg Ala Arg 

245 250 255 

Asp Pro Pro Val Ala Thr Met Val Ser Val lie Lys Pro Glu Met Lys 

260 265 270 

Met Arg Tyr Tyr Met Asp Gly Ser Val Asn Gly His Glu Phe Thr He 

275 280 285 

Glu Gly Glu Gly Thr Gly Arg Pro Tyr Glu Gly His Gin Glu Met Thr 

290 295 300 

Leu Arg Val Thr Met Ala Glu Gly Gly Pro Met Pro Phe Ala Phe Asp 
305 310 315 320 

Leu Val Ser His Val Phe Cys Tyr Gly His Arg Val Phe Thr Lys Tyr 

325 330 335 

Pro Glu Glu lie Pro Asp Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu 

340 345 350 

Ser Trp Glu Arg Ser Leu Glu Phe Glu Asp Gly Gly Ser Ala Ser Val 

355 360 365 

Ser Ala His He Ser Leu Arg Gly Asn Thr Phe Tyr His Lys Ser Lys 
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370 375 380 

Phe Thr Gly Val Asn Phe Pro Ala Asp Gly Pro He Met Gin Asn Gin 
385 390 395 400 

Ser Val Asp Trp Glu Pro Ser Thr Glu Lys He Thr Ala Ser Asp Gly 

405 410 415 

Val Leu Lys Gly Asp Val Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly 

420 425 430 

Asn His Lys Cys Gin Phe Lys Thr Thr Tyr Lys Ala Ala Lys Glu He 

435 440 445 

Leu Glu Met Pro Gly Asp His Tyr lie Gly His Arg Leu Val Arg Lys 

450 455 460 

Thr Glu Gly Asn He Thr Glu Leu Val Glu Asp Ala Val Ala His Ser 
465 470 475 480 

<210> 34 
<211> 1443 
<212> DNA 
<213> Fungi a sp. 
<400> 34 

atg gga acc ate ctt ttc ctt act atg gtt att tea tac ttc ggt tgc 48 
Met Gly Thr He Leu Phe Leu Thr Met Val He Ser Tyr Phe Gly Cys 

1 5 10 15 

atg aag get gcg ccc atg aaa gaa gca aac gtc cac gga caa ggc aac 96 
Met Lys Ala Ala Pro Met Lys Glu Ala Asn Val His Gly Gin Gly Asn 

20 25 30 

ttg gec tac cca get gtg egg acc cat ggg act ctg gag age gtg aat 144 
Leu Ala Tyr Pro Ala Val Arg Thr His Gly Thr Leu Glu Ser Val Asn 
35 40 45 
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ggg ccc agg gca ggt teg aga ggt ctg acg acg acg tec etg get gac 192 
Gly Pro Arg Ala Gly Ser Arg Gly Leu Thr Thr Thr Ser Leu Ala Asp 

50 55 60 

act ttt gag cac gtg ate gaa gag ctg ctg gat gag gac cag aag gtt 240 
Thr Phe Glu His Val He Glu Glu Leu Leu Asp Glu Asp Gin Lys Val 
65 70 75 80 

egg ccc aac gaa gaa aac cat aag gac gcg gac ttg tac act tec egg 288 
Arg Pro Asn Glu Glu Asn His Lys Asp Ala Asp Leu Tyr Thr Ser Arg 

85 90 95 

gtg atg etc age agt caa gtg cct ttg gag cct cct ctg etc ttt ctg 336 
Val Met Leu Ser Ser Gin Val Pro Leu Glu Pro Pro Leu Leu Phe Leu 

100 105 110 

ctg gag gaa tac aaa aat tac ctg gat gee gca aac atg tct atg agg 384 
Leu Glu Glu Tyr Lys Asn Tyr Leu Asp Ala Ala Asn Met Ser Met Arg 

115 120 125 

gtt egg cgc cac tec gac ccc gec cgc cgt ggg gag ctg age gtg tgt 432 
Val Arg Arg His Ser Asp Pro Ala Arg Arg Gly Glu Leu Ser Val Cys 

130 135 140 

gac agt att age gag tgg gtc aca gcg gca gat aaa aag act gca gtg 480 
Asp Ser He Ser Glu Trp Val Thr Ala Ala Asp Lys Lys Thr Ala Val 
145 150 155 160 

gac atg tec ggt ggg acg gtc aca gtc ctg gag aaa gtc ccg gta tea 528 
Asp Met Ser Gly Gly Thr Val Thr Val Leu Glu Lys Val Pro Val Ser 

165 170 175 

aaa ggc caa ctg aag caa tat ttc tac gag ace aag tgt aat ccc atg 576 
Lys Gly Gin Leu Lys Gin Tyr Phe Tyr Glu Thr Lys Cys Asn Pro Met 
180 185 190 
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ggt tac acg aag gaa ggc tgc agg ggc ata gac aaa agg cac tgg aac 624 
Gly Tyr Thr Lys Glu Gly Cys Arg Gly He Asp Lys Arg His Trp Asn 

195 200 205 

teg caa tgc cga act acc caa teg tat gtt egg gee ctt act atg gat 672 
Ser Gin Cys Arg Thr Thr Gin Ser Tyr Val Arg Ala Leu Thr Met Asp 

210 215 220 

age aaa aag aga att ggc tgg egg ttc ata agg ata gac act tec tgt 720 
Ser Lys Lys Arg He Gly Trp Arg Phe lie Arg He Asp Thr Ser Cys 
225 230 235 240 

gta tgt aca ctg acc att aaa agg gga aga ggg gta ccg egg gec egg 768 
Val Cys Thr Leu Thr He Lys Arg Gly Arg Gly Val Pro Arg Ala Arg 

245 250 255 

gac cca ccg gtc gee acc atg gtg agt gtg att aaa cca gag atg aag 816 
Asp Pro Pro Val Ala Thr Met Val Ser Val He Lys Pro Glu Met Lys 

260 265 270 

atg agg tac tac atg gac ggc tec gtc aat ggg cat gag ttc aca att 864 
Met Arg Tyr Tyr Met Asp Gly Ser Val Asn Gly His Glu Phe Thr He 

275 280 285 

gaa ggt gaa ggc aca ggc aga cct tac gag gga cat caa gag atg aca 912 
Glu Gly Glu Gly Thr Gly Arg Pro Tyr Glu Gly His Gin Glu Met Thr 

290 295 300 

eta cgc gtc aca. atg gee gag ggc ggg cca atg cct ttc gcg ttt gac 960 
Leu Arg Val Thr Met Ala Glu Gly Gly Pro Met Pro Phe Ala Phe Asp 
305 310 315 320 

tta gtg tea cac gtg ttc tgt tac ggc cac aga gta ttt act aaa tat 1008 
Leu Val Ser His Val Phe Cys Tyr Gly His Arg Val Phe Thr Lys Tyr 

« 

325 330 335 

58/121 



WO05054464 tfile://C:\Documents and settingsVevan t)\ uesiaop\uocsTorMJwvuuDuyw)H.^ i 



WO 2005/054464 PCT/JP2004/018437 

cca gaa gag ata cca gac tat ttc aaa caa gca ttt cct gaa ggc ctg 1056 
Pro Glu Glu He Pro Asp Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu < 

340 345 350 

tea tgg gaa agg teg ttg gag ttc gaa gat ggt ggg tec get tea gtc 1104 
Ser Trp Glu Arg Ser Leu Glu Phe Glu Asp Gly Gly Ser Ala Ser Val 

355 360 365 

agt gcg cat ata age ctt aga gga aac ace ttc tac cac aaa tec aaa 1152 
Ser Ala His He Ser Leu Arg Gly Asn Thr Phe Tyr His Lys Ser Lys 

370 375 380 

ttt act ggg gtt aac ttt cct gee gat ggt cct ate atg caa aac caa 1200 
Phe Thr Gly Val Asn Phe Pro Ala Asp Gly Pro He Met Gin Asn Gin 
385 390 395 400 

agt gtt gat tgg gag cca tea acc gag aaa att act gee age gac gga 1248 
Ser Val Asp Trp Glu Pro Ser Thr Glu Lys He Thr Ala Ser Asp Gly 

405 410 415 

gtt ctg aag ggt gat gtt acg atg tac eta aaa ctt gaa gga ggc ggc 1296 
Val Leu Lys Gly Asp Val Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly 

420 425 430 

aat cac aaa tgc caa ttc aag act act tac aag gcg gca aaa gag att 1344 
Asn His Lys Cys Gin Phe Lys Thr Thr Tyr Lys Ala Ala Lys Glu lie 

435 440 445 

ctt gaa atg cca gga gac cat tac ate ggc cat cgc etc gtc agg aaa 1392 
Leu Glu Met Pro Gly Asp His Tyr lie Gly His Arg Leu Val Arg Lys 

450 455 460 

acc gaa ggc aac att act gag ctg gta gaa gat gca gta get cat tec 1440 
Thr Glu Gly Asn He Thr Glu Leu Val Glu Asp Ala Val Ala His Ser 
465 470 475 480 
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tea 1443 
<210> 35 
<211> 464 
<212> PRT 
<213> Fungi a sp. 
<400> 35 

Met Val Ser Tyr Ser Lys Gin Gly lie Ala GlnGlu Met Arg Thr Lys 

1 5 10 15 

Tyr Arg Met Glu Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly 

20 25 30 

Val Gly Thr Gly Asn Pro Tyr Glu Gly Lys Gin Met Ser Glu Leu Val 

35 40 45 

He He Lys Ser Lys Gly Lys Pro Leu Pro Phe Ser Phe Asp He Leu 

50 55 60 

Ser Thr Ala Phe Gin Tyr Gly Asn Arg Cys Phe Thr Lys Tyr Pro Ala 
65 70 75 80 

Asp Met Pro Asp Tyr Phe Lys Gin Ala Phe Pro Asp Gly Met Ser Tyr 

85 90 95 

Glu Arg Ser Phe Leu Phe Glu Asp Gly Gly Val Ala Thr Ala Ser Trp 

100 105 HO 

Ser He Arg Leu Glu Gly Asn Cys Phe He His Asn Ser He Tyr His 

115 120 125 

Gly Val Ash Phe Pro Ala Asp Gly Pro Val Met Lys Lys Gin Thr He 

130 135 140 

Gly Trp Asp Lys Ser Phe Glu Lys Met Ser Val Ala Lys Glu Val Leu 
145 150 155 160 

♦ 

Arg Gly Asp Val Thr Gin Phe Leu Leu Leu Glu Gly Gly Gly Tyr Gin 
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165 170 175 

Arg Cys Arg Phe His Ser Thr Tyr Lys Thr Glu Lys Pro Val Ala Met 

180 185 1 190 

Pro Pro Ser His Val Val Glu His Gin lie Val Arg Thr Asp Leu Gly 

195 200 205 

Gin Thr Ala Lys Gly Phe Lys Val Lys Leu Glu Glu His Ala Glu Ala 

210 215 220 

His Val Asn Pro Leu Lys Val Lys Gly Gly Ser Gly Gly Asp Glu Val 
225 230 235 240 

Asp Gly Thr Gly Gly Ser Met Val Ser Val He Lys Pro Glu Met Lys 

245 250 255 

Met Arg Tyr Tyr Met Asp Gly Ser Val Asn Gly His Glu Phe Thr He 

260 265 270 

Glu Gly Glu Gly Thr Gly Arg Pro Tyr Glu Gly His Gin Glu Met Thr 

275 280 ' 285 

Leu Arg Val Thr Met Ala Lys Gly Gly Pro Met Pro Phe Ala Phe Asp 

290 295 300 

Leu Val Ser His Val Phe Cys Tyr Gly His Arg Pro Phe Thr Lys Tyr 
305 310 315 320 

Pro Glu Glu He Pro Asp Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu 

325 330 335 

Ser Trp Glu Arg Ser Leu Glu Phe Glu Asp Gly Gly Ser Ala Ser Val 

340 345 350 

Ser Ala His lie Ser Leu Arg Gly Asn Thr Phe Tyr •His Lys Ser Lys 

355 360 365 

Phe Thr Gly Val Asn Phe Pro Ala Asp Gly Pro He Met Gin Asn Gin 
370 375 380 
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Ser Val Asp Trp Glu Pro Ser Thr Glu Lys He Thr Ala Ser Asp Gly 
385 390 395 400 

Val Leu Lys Gly Asp Val Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly 

405 410 415 

Asn His Lys Cys Gin Phe Lys Thr Thr Tyr Lys Ala Ala Lys Lys He 

420 425 430 

Leu Lys Met Pro Gly Ser His Tyr He Ser His Arg Leu Val Arg Lys 

435 440 445 

Thr Glu Gly Asn He Thr Glu Leu Val Glu Asp Ala Val Ala His Ser 

450 455 460 

<210> 36 
<211> 1395 
<212> DNA 
<213> Fungia sp. 
<400> 36 

atg gtg tct tat tea aag caa ggc ate gca caa gaa atg egg acg aaa 48 
Met Val Ser Tyr Ser Lys Gin Gly He Ala Gin Glu Met Arg Thr Lys 

15 10 15 

tac cgt atg gaa ggc agt gtc aat ggc cat gaa ttc acg ate gaa ggt 96 
Tyr Arg Met Glu Gly Ser Val Asn Gly His Glu Phe Thr He Glu Gly 

20 25 30 

gta gga act gga aac cct tac gaa ggg aaa cag atg tec gaa tta gtg 144 
Val Gly Thr Gly Asn Pro Tyr Glu Gly Lys Gin Met Ser Glu Leu Val 

35 40 45 

ate ate aag tct aag gga aaa ccc ctt cca ttc tec ttt gac ata ctg 192 
He He Lys Ser Lys Gly Lys Pro Leu Pro Phe Ser Phe Asp lie Leu 
50 55 60 
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tea aca gec ttt caa tat gga aac aga tgc ttc aca aag tac cct gca 240 
Ser Thr Ala Phe Gin Tyr Gly Asn Arg Cys Phe Thr Lys Tyr Pro Ala 
65 70 75 80 

gac atg cct gac tat ttc aag caa gca ttc cca gat gga atg tea tat 288 
Asp Met Pro Asp Tyr Phe Lys Gin Ala Phe Pro Asp Gly Met Ser Tyr 

85 90 95 

gaa agg tea ttt eta ttt gag gat gga gga gtt get aca gec age tgg 336 
Glu Arg Ser Phe Leu Phe Glu Asp Gly Gly Val Ala Thr Ala Ser Trp 

100 105 HO 

age att cgt etc gaa gga aat tgc ttc ate cac aat tec ate tat cat 384 
Ser He Arg Leu Glu Gly Asn Cys Phe He His Asn Ser He Tyr His 

115 120 125 

ggc gta aac ttt ccc get gat gga ccc gta atg aag aag cag aca att 432 
Gly Val Asn Phe Pro Ala Asp Gly Pro Val Met Lys Lys Gin Thr lie 

130 135 140 

ggc tgg gat aag tec ttc gaa aaa atg agt gtg get aaa gag gtg eta 480 
Gly Trp Asp Lys Ser Phe Glu Lys Met Ser Val Ala Lys Glu Val Leu 
U5 150 155 160 

aga ggt gat gtg act cag ttt ctt ctg etc gaa gga ggt ggt tac cag 528 
Arg Gly Asp Val Thr Gin Phe Leu Leu Leu Glu Gly Gly Gly Tyr Gin 

165 170 175 

aga tgc egg ttt cac tec act tac aaa acg gag aag cca gtc gca atg 576 
Arg Cys Arg Phe His Ser Thr Tyr Lys Thr Glu Lys Pro Val Ala Met 

180 185 190 

ccc ccg agt cat gtc gta gaa cat caa att gtg agg acc gac ctt ggc 624 
Pro Pro Ser His Val Val Glu His Gin lie Val Arg Thr Asp Leu Gly 
195 200 205 
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caa act gca aaa ggc ttc aag gtc aag ctg gaa gaa cat get gag get 672 
Gin Thr Ala Lys Gly Phe Lys Val Lys Leu Glu Glu His Ala Glu Ala 

210 215 220 

cat gtt aac cct ttg aag gtt aaa ggt ggc age ggt ggc gac gag gtg 720 
His Val Asn Pro Leu Lys Val Lys Gly Gly Ser Gly Gly Asp Glu Val 
225 230 235 240 

gac ggt ace ggt ggc age atg gtg agt gtg att aaa cca gag atg aag 768 
Asp Gly Thr Gly Gly Ser Met Val Ser Val He Lys- Pro Glu Met Lys 

245 250 255 

atg agg tac tac atg gac ggc tec gtc aat ggg cat gag ttc aca att 816 
Met Arg Tyr Tyr Met Asp Gly Ser Val Asn Gly His Glu Phe Thr lie 

260 265 270 

gaa ggt gaa ggc aca ggc aga cct tac gag gga cat caa gag atg aca 864 
Glu Gly Glu Gly Thr Gly Arg Pro Tyr Glu Gly His Gin Glu Met Thr 

275 280 285 

eta cgc gtc aca atg gee aag ggc ggg cca atg cct ttc gcg ttt gac 912 
Leu Arg Val Thr Met Ala Lys Gly Gly Pro Met Pro Phe Ala Phe Asp 

290 295 300 

tta gtg tea cac gtg ttc tgt tac ggc cac aga cct ttt act aaa tat 960 
Leu Val Ser His Val Phe Cys Tyr Gly His Arg Pro Phe Thr Lys Tyr 
305 310 315 320 

cca gaa gag ata cca gac tat ttc aaa caa gca ttt cct gaa ggc ctg 1008 
Pro Glu Glu He Pro Asp Tyr Phe Lys Gin Ala Phe Pro Glu Gly Leu 

325 330 335 

tea tgg gaa agg teg ttg gag ttc gaa gat ggt ggg tec get tea gtc 1056 
Ser Trp Glu Arg Ser Leu Glu Phe Glu Asp Gly Gly Ser Ala Ser Val 
340 345 350 
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agt gcg cat ata age ctt aga gga aac acc ttc tac cac aaa tec aaa 1104 
Ser Ala His lie Ser Leu Arg Gly Asn Thr Phe Tyr His Lys Ser Lys 

355 360 365 

ttt act ggg gtt aac ttt cct gec gat ggt cct ate atg caa aac caa 1152 
Phe Thr Gly Val Asn Phe Pro Ala Asp Gly Pro He Met Gin Asn Gin 

370 375 380 

agt gtt gat tgg gag cca tea acc gag aaa att act gec age gac gga 1200 
Ser Val Asp Trp Glu Pro Ser Thr Glu Lys He Thr Ala Ser Asp Gly 
385 390 395 400 

gtt ctg aag ggt gat gtt acg atg tac eta aaa ctt gaa gga ggc ggc 1248 
Val Leu Lys Gly Asp Val Thr Met Tyr Leu Lys Leu Glu Gly Gly Gly 

405 410 415 

aat cac aaa tgc caa ttc aag act act tac aag gcg gca aaa aag att 1296 
Asn His Lys Cys Gin Phe Lys Thr Thr Tyr Lys Ala Ala Lys Lys He 

420 425 430 

ctt aaa atg cca gga age cat tac ate age cat cgc etc gtc agg aaa 1344 
Leu Lys Met Pro Gly Ser His Tyr He Ser His Arg Leu Val Arg Lys 

435 440 445 

acc gaa ggc aac att act gag ctg gta gaa gat gca gta get cat tec 1392 
Thr Glu Gly Asn He Thr Glu Leu Val Glu Asp Ala Val Ala His Ser 

450 455 460 

taa 1395 
<210> 37 
<211> 221 
<212> PRT 

<213> Montipora. sp 
<400> 37 
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Met Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser Gly 

1 5 10 15 

Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly Lys 

20 25 30 

Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly Gly 

35 40 45 

Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Ser Gin Tyr Gly 

50 55 60 

Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val Lys 

65 70 75 80 

Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg He Met His Phe Glu 

85 90 95 

Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly Asn 

100 105 HO 

Cys Phe He Tyr Asn Val Lys He Ser Gly Val Asn Phe Pro Pro Asn 

115 120 125 

Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Asn Thr Glu 

130 135 140 

Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asn Phe Met Ala 
145 150 155 160 

Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser Thr 

165 170 175 

Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr Val Asp 

180 185 190 

Arg Lys Leu Asp Val Thr Ser His Asn Lys Asp Tyr Thr Phe Val Glu 

195 200 205 

Gin Cys Glu He Ser He Ala Arg His Ser Leu Leu Gly 

667121 
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210 215 220 

<210> 38 
<211> 666 
<212> DNA 

<213> Montipora. sp 
<400> 38 

atg agt gtg ate get aaa caa atg ace tac aag gtt tat atg tea ggc 48 
Met Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser Gly 

1 5 10 15 

acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa gga aag 96 
Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly Lys 

20 25 30 

cct tac gag ggg gag cag acg gta aag etc act gtc acc aag ggt gga 144 
Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly Gly 

35 40 45 

cct ctg cca ttt get tgg gat att tta tea cca ctg tct cag tac gga 192 
Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Ser Gin Tyr Gly 

50 55 60 

age ata cca ttc acc aag tac cct gaa gac ate cct gat tat gta aag 240 
Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val Lys 
65 70 75 80 

cag tea ttc cct gag gga tat aca tgg gag agg ate atg cac ttt gaa 288 
Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg lie Met His Phe Glu 

85 90 95 

gat ggt gca gtg tgt act gtc age aat gat tec age ate caa ggc aac 336 
Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly Asn 
100 105 H° 
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tgt ttc ate tac aat gtc aaa ate tct ggt gtg aac ttt cct ccc aat 384 
Cys Phe He Tyr Asn Val Lys He Ser Gly Val Asn Phe Pro Pro Asn 

115 120 125 

g ga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc aac act gag 432 
Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Asn Thr Glu 

130 135 140 

cgt etc ttt gca cga gat gga atg ctg ata gga aac aac ttt atg get 480 
Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asn Phe Met Ala 
145 150 155 160 

ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttc aaa tct act 528 
Leu. Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser Thr 

165 170 175 

tac aag gca aag aag cct gtg agg atg cca ggg tat cac tat gtt gac 576 
Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr Val Asp 

180 185 190 

cgc aaa ctg gat gta ace agt cac aac aag gat tac aca ttt gtt gag 624 
Arg Lys Leu Asp Val Thr Ser His Asn Lys Asp Tyr Thr Phe Val Glu 

195 200 205 

cag tgt gaa ata tec att gca cgc cac tct ttg etc ggt tga 666 
Gin Cys Glu lie Ser He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 39 
<211> 222 
<212> PRT 

<213> Montipora. sp 
<400> 39 

Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 
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1 5 10 .15 

Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 

20 25 30 

Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly 

35 40 45 

Gly Pro Leu Pro Phe Ala Trp Asp lie Leu Ser Pro Leu Ser Gin Tyr 

50 55 60 

Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 70 75 80 

Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg He Met Asn Phe 

85 90 95 

Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly 

100 105 H° 

Asn Cys Phe He Tyr Asn Val Lys lie Ser Gly Val Asn Phe Pro Pro 

115 120 125 

Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Phe Met 
145 150 155 160 

Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr Val 

180 185 190 

Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 200 . 205 

Glu Gin Cys Glu He Ser He Ala Arg His Ser Leu Leu Gly 
210 215 220 
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<210> 40 
<211> 669 
<212> DNA 

<213> Montipora. sp 
<400> 40 

atg gtg agt gtg ate get aaa caa atg ace tac.aag gtt tat atg tea 48 
Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 

1 5 10 . 15 

ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa gga 96 
Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 

20 25 30 

aag cct tac gag gga gag cag aca gta aag etc act gtc ace aag ggt 144 
Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly 

35 40 45 

gga cct ctg cca ttt get tgg gat att tta tea cca ctg tct cag tac 192 
Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Ser Gin Tyr 

50 55 60 

gga age ata cca ttc acc aag tac cct gaa gac ate cct gat tat gta 240 
Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 70 75 80 

aag cag tea ttc cct gag gga tat aca tgg gag agg ate atg aac ttt 288 
Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg He Met Asn Phe 

85 90 95 

gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa ggc 336 
Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly 

100 105 HO 

aac tgt ttc ate tac aat gtc aaa ate tct ggt gtg aac ttt cct ccc 384 
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Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Val Asn Phe Pro Pro 

115 120 125 

aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age act 432 
Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat ttt atg 480 
Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Phe Met 
145 150 155 160 

get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttc aaa tct 528 
Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

act tac aag gca aag aag cct gtg agg atg cca ggg tat cac tat gtt 576 
Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr Val 

180 185 190 

gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct gtt 624 
Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 200 205 

gag cag tgt gaa ata tec att gca cgc cac tct ttg etc': ggt tga 669 
Glu Gin Cys Glu lie Ser He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 41 
<211> 222 
<212> PRT 

<213> Montipora. sp 
<400> 41 

Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 
1 5 10 15 
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Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 

r • 

20 25 30 

Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly 

35 40 45 

Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe Gin Tyr 

50 55 60 

Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 70 . 75 80 

Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe 

85 90 95 

Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser lie Gin Gly 

100 105 110 

Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro Pro 

115 120 125 

Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr Met 
145 150 155 160 

Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He 

180 185 190 

Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 200 205 

Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 42 
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<211> 669 
<212> DNA 

<213> Montipora. sp 
<400> 42 

atg gtg agt gtg ate get aaa caa atg ace tac aag gtt tat atg tea 48 
Met Val Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 

1 5 10 15 

ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa gga 96 
Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 

20 25 30 

aag cct tac gag gga gag cag aca gta aag etc act gtc ace aag ggt 144 
Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly 

35 40 45 

gga cct ctg cca ttt get tgg gat att tta tea cca ctg ttt cag tac 192 
Gly Pro Leu Pro Phe Ala Tfp Asp He Leu Ser Pro Leu Phe Gin Tyr 

50 55 60 

gga age ata cca ttc ace aag tac cct gaa gac ate cct gat tat gta 240 
Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 ^70 75 80 

aag cag tea ttc cct gag gga tat aca tgg gag agg ace atg aac ttt 288 
Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe 

85 90 95 

gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa ggc 336 
Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly 

100 105 HO 

aac tgt ttc ate tac aat gtc aaa ate tct ggt acg aac ttt cct ccc 384 
Asn Cys Phe He Tyr Asn Val Lys lie Ser Gly Thr Asn Phe Pro Pro 
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115 120 125 

aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age act 432 
Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat tat atg 480 
Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr Met 
145 150 155 160 

get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa tct 528 
Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

act tac aag gca aag aag cct gtg agg atg cca ggg tat cac tat att 576 
Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He 

180 185 190 

gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct gtt 624 
Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 200 205 

gag cag tgt gaa ata gec att gca cgc cac tct ttg etc ggt tga 669 
Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 43 
<211> 222 
<212> PRT 

<213> Montipora. sp 
<400> 43 

Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 

15 10 15 

Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 
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20 25 30 

Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly 

35 40 45 

Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Met Cys Tyr 

50 55 60 

Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 70 75 80 

Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe 

85 90 95 

Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly 

100 105 HO 

Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro Pro 

115 120 125 

Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr Met 
145 150 155 160 

Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He 

180 185 190 

Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 200 205 

Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 44 
<211> 669 
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<212> DNA 

<213> Montipora. sp 
<400> 44 

atg gtg agt gtg ate get aaa caa atg ace tac aag gtt tat atg tea 48 
Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser 

I 5 10 15 

ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa gga 96 
Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly 

20 25 30 

aag cct tac gag gga gag cag aca gta aag etc act gtc ace aag ggt 144 
Lys Pro Tyr Glu Gly Glu Gin Thr Vai Lys Leu Thr Val Thr Lys Gly 

35 40 45 

gga cct ctg cca ttt get tgg gat att tta tea cca ctg atg tgt tac 192 
Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Met Cys Tyr 

.50 55 60 

gga age ata cca ttc acc aag tac cct gaa gac ate cct gat tat gta 240 
Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val 
65 70 75 80 

aag cag tea ttc cct gag gga tat aca tgg gag agg acc atg aac ttt 288 
Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe 

85 90 95 

gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa ggc 336 
Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly 

100 105 110 

aac tgt ttc ate tac aat gtc aaa ate tct ggt acg aac ttt cct ccc 384 
Asn Cys Phe lie Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro Pro 
115 120 125 
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aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age act 432 
Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr 

130 135 140 

gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat tat atg 480 
Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr Met 
145 150 155 160 

get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa tct 528 
Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser 

165 170 175 

act tac aag gca aag aag cct gtg agg atg cca ggg tat cac tat att 576 
Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He 

180 185 190 

gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct gtt 624 
Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val 

195 '200 205 

gag cag tgt gaa ata gee att gca cgc cac tct ttg etc ggt tga 669 
Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 

210 215 220 

<210> 45 
<211> 255 
<212> PRT 

<213> Mohtipora. sp 
<400> 45 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 
20 25 30 
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Pro Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met , 

35 40 45 

Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 

50 55 60 

Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 75 80 

Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Phe Gin 

85 90 95 

Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr 

100 105 HO 

Phe Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Ser Met Asn 

115 120 125 

Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin 

130 135 140 

Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Glu Asn Phe Pro 
145 150 155 160 

Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 

165 170 175 

Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr 

180 185 190 

Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 

195 200 205 

Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Arg His Glu 

210 215 220 

lie Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 

Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 
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245 250 255 

<210> 46 
<211> 765 
<212> DNA 

<213> Montipora. sp 
<400> 46 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

I 5 10 15 

ggt gga pag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc atg gtg agt gtg ate get aaa caa atg ace tac aag gtt tat atg 144 
Pro Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met 

35 40 ' 45 

tea ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa 192 
Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 

50 55 60 

gga aag cct tac gag gga gag cag aca gta aag etc act gtc acc aag 240 
Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 75 80 

ggt gga cct ctg cca ttt get tgg gat att tta tea cca cag ttc cag 288 
Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Phe Gin 

85 90 95 

tac gga age ata cca ttc acc aag tac cct gaa gac ate cct gat tat 336 
Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp lie Pro Asp Tyr 

< 

100 105 110 
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ttc aag.cag tea ttc cct gag gga tat aca tgg gag agg age atg aac 384 
Phe Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Ser Met Asn 

115 120 125 

ttt gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa 432 
Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser lie Gin 

130 135 HO 

ggc aac tgt ttc ate tac aat gtc aaa ate tct ggt gag aac ttt cct 480 
Gly Asn Cys Phe lie Tyr Asn Val Lys He Ser Gly Glu Asn Phe Pro 
U5 150 155 160 

ccc aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age 528 
Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 

165 170 175 

act gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat tat 576 
Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr 

180 185 190 

atg get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa 624 
Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 

195 200 205 

tct act tac aag gca aag aag cct gtg agg atg cca ggg.cgc cac gag 672 
Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Arg His Glu 

210 215 220 

att gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct 720 
lie Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 

gtt gag cag tgt gaa ata gec att gca cgc cac tct ttg etc ggt 765 
Val Glu Gin Cys Glu lie Ala lie Ala Arg His Ser Leu Leu Gly 
" 245 250 255 
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<210> 47 
<211> 255 
<212> PRT 

<213> Montipora. sp 
<400> 47 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

Pro. Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met 

35 40 45 

Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 

50 55 60 

Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 • 75 80 

Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Leu Gin 

85 90 95 

Tyr Gly Ser lie Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr 

100 105 HO 

Phe Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Ser Met Asn 

115 120 125 

Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin 

130 135 140 

Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Glu Asn Phe Pro 
145 150 155 160 

Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 
165 170 175 
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Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu lie Gly Asn Asp Tyr 

180 185 190 

Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 

195 200 205 

Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Arg His Glu 

210 * 215 220 

lie Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 

Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 
245 250 255 

<210> 48 
<211> .765 
<212> DNA 

<213> Montipora. sp 
<400> 48 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

ggt gga cag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc atg gtg agt gtg ate get aaa caa atg ace tac aag gtt tat atg 144 
Pro Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met 

35 40 45 

tea ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa 192 
Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 
50 55 60 
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gga aag cct tac gag gga gag cag aca gta aag etc act gtc acc aag 240 
Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 ' 75 80 

ggt gga cct ctg cca ttt get tgg gat att tta tea cca cag ctt cag 288 
Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Leu Gin 

85 90 95 

tac gga age ata cca ttc acc aag tac cct gaa gac ate cct gat tat 336 
Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp, He Pro Asp Tyr 

100 105 110 

ttc aag cag tea ttc cct gag gga tat aca tgg gag agg age atg aac 384 
Phe Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Ser Met Asn 

115 120 125 

ttt gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa 432 
Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin 

130 135 140 

ggc aac tgt ttc ate tac aat gtc aaa ate tct ggt gag aac ttt cct 480 
Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Glu Asn Phe Pro 
145 150 155 160 

ccc aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age 528 
Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 

165 170 175 

act gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat tat 576 
Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr 

180 185 190 

atg get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa 624 
Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 
195 200 205 
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tct act tac aag gca aag aag cct gtg agg atg cca ggg cgc cac gag 672 
Ser Thr Tyr Lys Ala Lys Lys Pro Yal Arg Met Pro Gly Arg His Glu 

210 215 220 

att gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct 720 
He Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 

gtt gag cag tgt gaa ata gcc att gca cgc cac tct ttg etc ggt 765 
Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 
245 250 255 

<210> 49 
<211> 747 
<212> PRT 

<213> Montipora. sp 
<400> 49 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu 

i 5 10 15 

Val Glu Leu Asp Gly Asp Val Asn«Gly His Lys Phe Ser Val Ser Gly 

20 25 30 

Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He 

35 40 45 

Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 

50 55 60 

Leu Thr Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 

Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 

85 90 95 

Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
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100 105 HO 

Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly 

115 120 125 

He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr 

130 135 140 

Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin Lys Asn 
145 150 155 160 

Gly He Lys Val Asn Phe Lys He Arg His Asn He Glu Asp Gly Ser 

165 170 175 

Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp Gly 

180 185 190 

Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu 

195 200 205 

Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 

210 215 220 

Val Thr Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys Ser 
225 230 235 • 240 

Gly Leu Arg Ser Arg Ala Gin Ala Ser Asn Ser Ala Val Asp Gly Thr 

245 250 255 

Ala Gly Pro Leu Tyr Asp Glu Val Asp Lys Asp Pro Met Ala Ser Ser 

260 265 270 

Glu Asp Val He Lys Glu Phe Met Arg Phe Lys Val Arg Met Glu Gly 

275 280 285 

Ser Val Asn Gly His Glu Phe Glu He Glu Gly Glu Gly Glu Gly Arg 

290 295 300 

Pro Tyr Glu Gly Thr Gin Thr Ala Lys Leu Lys Val Thr Lys Gly Gly 
305 310 315 320 
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Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Phe Gin Tyr Gly 

325 330 335 

Ser Lys Ala Tyr Val Lys His Pro Ala Asp lie Pro Asp Tyr Leu Lys 

340 345 350 

Leu Ser Phe Pro Glu Gly Phe Lys Trp Glu Arg Val Met Asn Phe Glu 

355 360 365 

Asp Gly Gly Val Val Thr Val Thr Gin Asp Ser Ser Leu Gin Asp Gly 

370 375 380 

Glu Phe He Tyr Lys Val Lys Leu Arg Gly Thr Asn Phe Pro Ser Asp 
385 390 395 400 

Gly Pro Val Met Gin Lys Lys Thr Met Gly Trp Glu Ala Ser Thr Glu 

405 410 .415 

Arg Met Tyr Pro Glu Asp Gly Ala Leu Lys Gly Glu He Lys Met Arg 

420 425 430 

Leu Lys Leu Lys Asp Gly Gly His Tyr Asp Ala Glu Val Lys Thr Thr 

435 440 445 

Tyr Met Ala Lys Lys Pro Val Gin Leu Pro Gly Ala Tyr Lys Thr Asp 

450 455 460 

He Lys Leu Asp He Thr Ser His Asn Glu Asp Tyr Thr He Val Glu 
465 470 475 480 

Gin Tyr Glu Arg Ala Glu Gly Arg His Ser Thr Gly Ala Ser Gly Leu 

485 490 495 

Arg Ser Arg Ala Gin Ala Ser Asn Ser Ala Val Asp Gly Thr Ala Gly 

500 505 510 

Pro Leu Tyr Asp Glu Val Gly Lys Asp Pro Met Ala Ser Ser Glu Asp 

515 520 525 

Val He Lys Glu Phe Met Arg Phe Lys Val Arg Met Glu Gly Ser Val 
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530 535 540 

Asn Gly His Glu Phe Glu lie Glu Gly Glu Gly Glu Gly Arg Pro Tyr 
545 550 555 560 

Glu Gly Thr Gin Thr Ala Lys Leu Lys Val Thr Lys Gly Gly Pro Leu 

565 570 575 

Pro Phe Ala Trp Asp lie Leu Ser Pro Gin Phe Gin Tyr Gly Ser Lys 

580 585 590 

Ala Tyr Val Lys His Pro Ala Asp He Pro Asp Tyr Leu Lys Leu Ser 

595 600 605 

Phe Pro Glu Gly Phe Lys Trp Glu Arg Val Met Asn Phe Glu Asp Gly 

610 615 620 

Gly Val Val Thr Val Thr Gin Asp Ser Ser Leu Gin Asp Gly Glu Phe 
625 630 635 640 

He Tyr Lys Val Lys Leu Arg Gly Thr Asn Phe Pro Ser Asp Gly Pro 

645 650 655 

Val Met Gin Lys Lys Thr Met Gly Trp Glu Ala Ser Thr Glu Arg Met 

660 665 670 

Tyr Pro Glu Asp Gly Ala Leu Lys Gly Glu He Lys Met Arg Leu Lys 

675 680 685 

Leu Lys Asp Gly Gly His Tyr Asp Ala Glu Val Lys Thr Thr Tyr Met 

690 695 700 

Ala Lys Lys Pro Val Gin Leu Pro Gly Ala Tyr Lys Thr Asp lie Lys 
705 710 715 720 

Leu Asp He Thr Ser His Asn Glu Asp Tyr Thr He Val Glu Gin Tyr 

725 730 735 

Glu Arg Ala Glu Gly Arg His Ser Thr Gly Ala 
740 745 
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<210> 50 
<211> 2241 
<212> DNA 

<213> Montipora. sp 
<4O0> 50 

atg gtg age aag ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg 48 
Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 

1 5 10 15 

gtc gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec ggc 96 
Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly 

20 25 30 

gag ggc gag ggc gat gee acc tac ggc aag ctg acc ctg aag ttc ate 144 
Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie 

35 40 45 

tgc acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc 192 
Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 

50 55 60 

ctg acc tac ggc gtg cag tgc ttc age cgc tac ccc gac cac atg aag 240 
Leu Thr Tyr Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys 
65 70 75 80 

cag cac gac ttc ttc aag tec gee atg ccc gaa ggc tac gtc cag gag 288 
Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 

85 90 95 

cgc acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gee gag 336 
Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 11° 

« 

gtg aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc 384 
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Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly 

115 120 125 

ate gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag tac 432 
He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr 

130 . 135 140 

aac tac aac age cac aac gtc tat ate atg gec gac aag cag aag aac 480 
Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin Lys Asn 
145 150 155 160 

ggc ate aag gtg aac ttc aag ate cgc cac aac ate gag gac ggc age 528 
Gly He Lys Val Asn Phe Lys He Arg His Asn lie Glu Asp Gly Ser 

165 170 175 

gtg cag etc gee gac cac tac cag cag aac acc ccc ate ggc gac <ggc 576 
Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp Gly 

180 185 190 

ccc gtg ctg ctg ccc gac aac cac tac dtg age acc cag tec gec ctg 624 * 
Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin 'Ser Ala Leu 

195 200 205 

age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg ctg gag ttc 672 
Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe 

210 215 220 

gtg acc gec gec ggg ate act etc ggc atg gac gag ctg tac aag tec 720 
Val Thr Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys Ser 
225 230 235 240 

gga etc aga tct cga get caa get teg aat tct gca gtc gac ggt acc 768 
Gly Leu Arg Ser Arg Ala Gin Ala Ser Asn Ser Ala Val Asp Gly Thr 

245 250 255 

gcg ggc ccg ctg tac gac gaa gtc gat aag gat ccg atg gec tec tec 816 
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Ala Gly Pro Leu Tyr Asp Glu Val Asp Lys Asp Pro Met Ala Ser Ser 

260 265 270 

gag gac gtc ate aag gag ttc atg cgc ttc aag gtg cgc atg gag ggc 864 
Glu Asp Val He Lys Glu Phe Met Arg Phe Lys Val Arg Met Glu Gly 

275 280 285 

tec gtg aac ggc cac gag ttc gag ate gag ggc gag ggc gag ggc cgc 912 
Ser Val Asn Gly His Glu Phe Glu He Glu Gly Glu Gly Glu Gly Arg 

290 295 300 

ccc tac gag ggc ace cag ace gec aag ctg aag gtg acc aag ggc ggc 960 
Pro Tyr Glu Gly Thr Gin Thr Ala Lys Leu Lys Val Thr Lys Gly Gly 
305 310 315 320 

ccc ctg ccc ttc gec tgg gac ate ctg tec cct cag ttc cag tac ggc 1008 
Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Gin Phe Gin Tyr Gly 

325 330 335 

tec aag gec tac gtg aag cac ccc gec gac ate ccc gac tac ttg aag 1056 
Ser Lys Ala Tyr Val Lys His Pro Ala Asp He Pro Asp Tyr Leu Lys 

340 345 350 

ctg tec ttc ccc gag ggc ttc aag tgg gag cgc gtg atg aac ttc gag 1104 
Leu Ser Phe Pro Glu Gly Phe Lys Trp Glu Arg Val Met Asn Phe Glu 

355 360 365 

gac ggc ggc gtg gtg acc gtg acc cag gac tec tec ctg cag gac ggc 1152 
Asp Gly Gly Val Val Thr Val Thr Gin Asp Ser Ser Leu Gin Asp Gly 

370 375 380 

gag ttc ate tac aag gtg aag ctg cgc ggc acc aac ttc ccc tec gac 1200 
Glu Phe He Tyr Lys Val Lys Leu Arg Gly Thr Asn Phe Pro Ser Asp 
385 390 395 400 

ggc ccc gta atg cag aag aag acc atg ggc tgg gag gee tec acc gag 1248 
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Gly Pro Val Met Gin Lys Lys Thr Met Gly Trp Glu Ala Ser Thr Glu 

405 410 415 

egg atg tac ccc gag gac ggc gec ctg aag ggc gag ate aag atg agg 1296 
Arg Met Tyr Pro Glu Asp Gly Ala Leu Lys Gly Glu He Lys Met Arg 

420 425 430 

ctg aag ctg aag gac ggc ggc cac tac gac gec gag gtc aag acc acc 1344 
Leu Lys Leu Lys Asp Gly Gly His Tyr Asp Ala Glu Val Lys Thr Thr 

435 440 445 

tac atg gec aag aag ccc gtg cag ctg ccc ggc gec tac aag acc gac 1392 
Tyr Met Ala Lys Lys Pro Val Gin Leu Pro Gly Ala Tyr Lys Thr Asp 

450 455 460 

ate aag ctg gac ate acc tec cac aac gag gac tac acc ate gtg gaa 1440 
He Lys Leu Asp He Thr Ser His Asn Glu Asp Tyr Thr He Val Glu 
465 470 475 480 

cag tac gag cgc gee gag ggc cgc cac tec acc ggc gec tec gga etc 1488 
Gin Tyr Glu Arg Ala Glu Gly Arg His Ser Thr Gly Ala Ser Gly Leu 

485 490 495 

aga tct cga get caa get teg aat tct gca gtc gac ggt acc gcg ggc 1536 
Arg Ser Arg Ala Gin Ala Ser Asn Ser Ala Val Asp Gly Thr Ala Gly 

500 505 510 

ccg ctg tac gac gaa gtc ggt aag gat ccg atg gec tec tec gag gac 1584 
Pro Leu Tyr Asp Glu Val Gly Lys Asp Pro Met Ala Ser Ser Glu Asp 

515 520 525 

gtc ate aag gag ttc atg cgc ttc aag gtg cgc atg gag ggc tec gtg 1632 
Val He Lys Glu Phe Met Arg Phe Lys Val Arg Met Glu Gly Ser Val 

530 535 540 

aac ggc cac gag ttc gag ate gag ggc gag ggc gag ggc cgc ccc tac 1680 
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Asn Gly His Glu Phe Glu He Glu Gly Glu Gly Glu Gly Arg Pro Tyr 
545 550 555 560 

gag ggc acc cag acc gcc aag ctg aag gtg acc aag ggc ggc ccc ctg 1728 
Glu Gly Thr Gin Thr Ala Lys Leu Lys Val Thr Lys Gly Gly Pro Leu 

565 570 575 

gcc ttc gcc tgg gac ate ctg tec cct cag ttc cag tac ggc tec aag 1776 
Pro Phe Ala Trp Asp He Leu Ser Pro Gin Phe Gin Tyr Gly Ser Lys 

580 585 590 

gcc tac gtg aag cac ccc gcc gac ate ccc gac tac ttg aag ctg tec 1824 
Ala Tyr Val Lys His Pro Ala Asp He Pro Asp Tyr Leu Lys Leu Ser 

595 . 600 605 

ttc ccc gag ggc ttc aag tgg gag cgc gtg atg aac ttc gag gac ggc 1872 
Phe Pro Glu Gly Phe Lys Trp Glu Arg Val Met Asn Phe Glu Asp Gly 

610 615 620 

ggc gtg gtg acc gtg acc cag gac tec tec ctg cag gac ggc gag ttc 1920 
Gly Val Val Thr Val Thr Gin Asp Ser Ser Leu Gin Asp Gly Glu Phe 
625 630 635 640 

ate tac aag gtg aag ctg cgc ggc acc aac ttc ccc tec gac ggc ccc 1968 
He Tyr Lys Val Lys Leu Arg Gly Thr Asn Phe Pro Ser Asp Gly Pro 

645 650 655 

gta atg cag aag aag acc atg ggc tgg gag gcc tec acc gag egg atg 2016 
Val Met Gin Lys Lys Thr Met Gly Trp Glu Ala Ser Thr Glu Arg Met 

660 665 670 

tac ccc gag gac ggc gcc ctg aag ggc gag ate aag atg agg ctg aag 2064 
Tyr Pro Glu Asp Gly Ala Leu Lys Gly Glu He Lys Met Arg Leu Lys 

675 680 685 

ctg aag gac ggc ggc cac tac gac gcc gag gtc aag acc acc tac atg 2112 
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Leu Lys Asp Gly Gly His Tyr Asp Ala Glu Val Lys Thr Thr Tyr Met 

690 695 700 

gcc aag aag ccc gtg cag ctg ccc ggc gcc tac aag acc gac ate aag 2160 
Ala Lys Lys Pro Val Gin Leu Pro Gly Ala Tyr Lys Thr Asp He Lys 
705 710 715 720 

ctg gac ate acc tec cac aac gag gac tac acc ate gtg gaa cag tac 2208 
Leu Asp He Thr Ser His Asn Glu Asp Tyr Thr He Val Glu Gin Tyr 

725 730 735 

gag cgc gcc gag ggc cgc cac tec acc ggc gcc 2241 
Glu Arg Ala Glu, Gly Arg His Ser Thr Gly Ala 
740 745 

<210>.5L 
<211> 507 
<212> PRT 

<213> Montipora. sp 
<400> 51 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

Pro Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He 

35 40 45 

Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser 

50 55 60 

Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 
65 70 75 80 

He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr 
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85 90 95 

Thr Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met 

100 105 HO 

Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin 

115 120 125 

Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala 

130 135 140 

Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys 
145 150 155 160 

Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu 

165 170 175 

Tyr Asn Tyr He Ser His Asn Val Tyr He Thr Ala Asp Lys Gin Lys 

180 185 190 

Asn Gly He Lys Ala Asn Phe Lys He Arg His Asn He Glu Asp Gly 

195 200 205 

Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp 

210 215 220 

Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala 
225 230 235 240 

Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu 

245 250 255 

Phe. Val Thr Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys 

260 265 270 

Ser Ser Ser Glu Leu Ser Gly Asp Glu Val Asp Gly Thr Met Val Ser 

275 280 285 

Val He Ala Lys Gin Met Thr Tyr Lys Val Tyr Met Ser Gly Thr Val 
290 295 300 
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Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly Lys Pro Tyr 
305 310 315 320 

Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly Gly Pro Leu 

325 330 335 

Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe Gin Tyr Gly Ser He 

340 345 350 

Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val Lys Gin Ser 

355 360 365 

Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe Glu Asp Gly 

370 375 380 

Ala Val Cys Thr Val Ser Asn Asp Ser Ser lie Gin Gly Asn Cys Phe 
385 390 395 400 

He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro Pro Asn Gly Pro 

405 410 415 

Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr Glu Arg Leu 

420 425 430 

Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr Met Ala Leu Lys 

435 440 445 

Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser Thr Tyr Lys 

450 455 460 

Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He Asp Arg Lys 
465 470 475 480 

Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val Glu Gin Cys 

485 490 495 

Glu He Ala He Ala Arg His Ser Leu Leu Gly 
500 505 

« 

<210> 52 
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<211> 1521 
<212> DNA 

<213> Montipora. sp 
<400> 52 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

I 5 10 15 

ggt gga cag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc atg gtg age aag ggc gag gag ctg ttc ace ggg gtg gtg ccc ate 144 
Pro Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie 

35 40 45 

ctg gtc gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec 192 
Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser 

50 55 60 

ggc gag ggc gag ggc gat gee ace tac ggc aag ctg ace ctg aag ttc 240 
Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 
65 70 75 80 

ate tgc ace acc ggc aag ctg ccc gtg ccc tgg ccc ace etc gtg acc 288 
He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr 

85 90 95 

acc ctg acc tgg ggc gtg cag tgc ttc age cgc tac ccc gac cac atg 336 
Thr Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met 

100 105 HO 

aag cag cac gac ttc ttc aag tec gee atg ccc gaa ggc tac gtc cag 384 
Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin 
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115 120 125 

gag cgc acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gec 432 
Glu Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala 

130 135 140 

gag gtg aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag 480 
Glu Yal Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys 
145 150 155 160 

ggc ate gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag 528 
Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu 

165 170 175 

tac aac tac ate age cac aac gtc tat ate acc gec gac aag cag aag 576 
Tyr Asn Tyr He Ser His Asn Val Tyr He Thr Ala Asp Lys Gin Lys 

180 185 190 

aac ggc ate aag gec aac ttc aag ate cgc cac aac ate gag gac ggc 624 
Asn Gly He Lys Ala Asn Phe Lys He Arg His Asn He Glu Asp Gly 

195 200 205 

age gtg cag etc gee gac cac tac cag cag aac acc ccc ate ggc gac 672 
Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp 

210 215 220 

ggc ccc gtg ctg ctg ccc gac aac cac tac ctg age acc cag tec gee 720 
Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala 
225 230 235 240 

ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg ctg gag 768 
Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu 

245 250 255 

ttc gtg acc gec gee ggg ate act etc ggc atg gac gag ctg tac aag 816 
Phe Val Thr Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys 
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260 265 270 

tec teg tec gag etc age gga gat gag gtc gat ggt ace atg gtg agt 864 
Ser Ser Ser Glu Leu Ser Gly Asp Glu Val Asp Gly Thr Met Val Ser 

275 280 285 

gtg ate get aaa caa atg ace tac aag gtt tat atg tea ggc acg gtc 912 
Val He Ala Lys Gin Met ,Thr Tyr Lys Val Tyr Met Ser Gly Thr Val 

290 295 300 

aat gga cac tac ttt gag gtc gaa ggc gat gga aaa gga aag cct tac 960 
Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys Gly Lys Pro Tyr 
305 310 315 320 

gag gga gag cag aca gta aag etc act gtc acc aag ggt gga cct ctg 1008 
Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys Gly Gly Pro Leu 

325 330 335 

cca ttt get tgg gat att tta tea cca ctg ttt cag tac gga age ata 1056 
Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe Gin Tyr Gly Ser He 

340 345 350 

cca ttc acc aag tac cct gaa gac ate cct gat tat gta aag cag tea 1104 
Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr Val Lys Gin Ser 

355 360 365 

ttc cct gag gga tat aca tgg gag agg acc atg aac ttt gaa gat ggt 1152 
Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn Phe Glu Asp Gly 

370 375 380 

gca gtg tgt act gtc age aat gat tec age ate caa ggc aac tgt ttc 1200 
Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin Gly Asn Cys Phe 
385 390 395 400 

ate tac aat gtc aaa ate tct ggt acg aac ttt cct ccc aat gga cct 1248 
He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro Pro Asn Gly Pro 
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405 410 415 

gtt atg cag aag aag aca cag ggc tgg gaa ccc age act gag cgt etc 1296 
Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser Thr Glu Arg Leu 

420 425 430 

ttt gca cga gat gga atg ctg ata gga aac gat tat atg get ctg aag 1344 
Phe Ala Arg Asp Gly Met Leu lie Gly Asn Asp Tyr Met Ala Leu Lys 

435 440 445 

ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa tct act tac aag 1392 
Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys Ser Thr Tyr Lys 

450 455 460 

gca aag aag cct gtg agg atg cca ggg tat cac tat att gac cgc aaa 1440 
Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr He Asp Arg Lys 
465 470 475 480 

ctg gat gta ace agt cac aac agg gat tac aca tct gtt gag cag tgt 1488 
Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser Val Glu Gin Cys 

485 490 495 

gaa ata gec att gca cgc cac tct ttg etc ggt 1521 
Glu He Ala He Ala Arg His Ser Leu Leu Gly 
500 505 

<210> 53 
<211> 507 
<212> PRT 

<213> Montipora. sp 
<400> 53 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 
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20 25 30 

Pro Met Val Ser Val He Ala Lys Gin Met Thr Tyr Lys Yal Tyr Met 

35 40 45 

Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 

50 55 60 

Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 75 80 

'Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe Gin 

85 90 95 

Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr 

100 105 HO 

Val Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn 

115 120 125 

Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin 

130 135 140 

Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro 
145 150 155 . 160 

Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 

165 170 175 

Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr 

180 185 190 

Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 

195 200 205 

Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr 

210 215 220 

He Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 
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Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly Ser 

245 250 255 

Ser Ser Glu Leu Ser Gly Asp Glu Val Asp Gly Thr Met Val Ser Lys 

260 265 270 

Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu Val Glu Leu Asp 

275 280 285 

Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly 

290 295 300 

Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He Cys Thr Thr Gly 
305 310 315 320 

Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu Thr Trp Gly 

325 330 335 

Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys Gin His Asp Phe 

340 345 350 

Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr He Phe 

355 360 365 

Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu 

370 375 380 

Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly He Asp Phe Lys 
385 390 395 400 

Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr Asn Tyr He Ser 

405 410 415 

His Asn Val Tyr He Thr Ala Asp Lys Gin Lys Asn Gly He Lys Ala 

420 425 430 

Asn Phe Lys He Arg His Asn He Glu Asp Gly Ser Val Gin Leu Ala 

435 440 445 

Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp Gly Pro Val Leu Leu 
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450 455 460 

Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu Ser Lys Asp Pro 
465 470 475 480 

Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala Ala 

485 490 495 

Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys 
500 505 

<210> 54 
<211> 1521 
<212> DNA 

<213> Montipora. sp 
<400> .54 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1.5 10 15 

ggt gga cag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc atg gtg agt gtg ate get aaa caa atg acc'tac aag gtt tat atg 144 
Pro Met Val Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr Met 

35 40 45 

tea ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga aaa 192 
Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly Lys 

50 55 60 

gga aag cct tac gag gga gag cag aca gta aag etc act gtc acc aag 240 
Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr Lys 
65 70 75 80 
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ggt gga cct ctg cca ttt get tgg gat att tta tea cca ctg ttt cag 288 
Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe Gin 

85 90 95 

tac gga age ata cca ttc ace aag tac cct gaa gac ate cct gat tat 336 
Tyr Gly Ser lie Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp Tyr 

100 105 110 

gta aag cag tea ttc cct gag gga tat aca tgg gag agg acc atg aac 384 
Val Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met Asn 

115 120 125 

ttt gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate caa 432 
Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He Gin 

130 135 140 

ggc aac tgt ttc ate tac aat gtc aaa ate tct ggt acg aac ttt cct 480 
Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe Pro 
145 150 155 160 

ccc aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc age 528 
Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro Ser 

165 170 175 

act gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat tat 576 
Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp Tyr 

180 185 190 

atg get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt aaa 624 
Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe Lys 

195 200 205 

tct act tac aag gca aag aag cct gtg agg atg cca ggg tat cac tat 672 
Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His Tyr 
210 215 . 220 
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att gac cgc aaa ctg gat gta acc agt cac aac agg gat tac aca tct 720 
He Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr Ser 
225 230 235 240 

gtt gag cag tgt gaa ata gcc att gca cgc cac tct ttg etc ggt tec 768 
Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly Ser 

245 250 255 

teg tec gag etc age gga gat gag gtc gat ggt acc atg gtg age aag 816 
Ser Ser Glu Leu Ser Gly Asp Glu Val Asp Gly Thr Met Val Ser Lys 

260 265 270 

ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg gtc gag ctg gac 864 
Gly Glu Glu Leu Phe Thr Gly. Val Val Pro He Leu Val Glu Leu Asp 

275 280 285 

ggc gac gta aac ggc cac aag ttc age gtg tec ggc gag ggc gag ggc 912 
Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly 

290 295 300 

gat gcc acc tac ggc aag ctg acc ctg aag ttc ate tgc acc acc ggc 960 
Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He Cys Thr Thr Gly 
305 310 315 320 

aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc ctg acc tgg ggc 1008 
Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu Thr Trp Gly 

325 330 335 

gtg cag tgc ttc age cgc tac ccc gac cac atg aag cag cac gac ttc 1056 
Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met Lys Gin His Asp Phe 

340 345 350 

ttc aag tec gcc atg ccc gaa ggc tac gtc cag gag cgc acc ate ttc 1104 
Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg Thr He Phe 
355 360 365 
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ttc aag gac gac ggc aac tac aag acc cgc gcc gag gtg. aag ttc gag 1152 
Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Gin Yal Lys Phe Glu 

370 375 380 

ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc ate gac ttc aag 1200 
Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie Asp Phe Lys 
385 390 395 400 

gag gac ggc aac ate ctg ggg cac aag ctg gag tac aac tac ate age 1248 
Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr Asn Tyr lie Ser 

405 410 415 

cac aac gtc tat ate acc gcc gac aag cag aag aac ggc ate aag gcc 1296 
His Asn Val Tyr He Thr Ala Asp Lys Gin Lys Asn Gly lie Lys Ala 

420 425 430 

aac ttc aag ate cgc cac aac ate gag gac ggc age gtg cag etc gcc 1344 
Asn Phe Lys He Arg His Asn lie Glu Asp Gly Ser Val Gin Leu Ala 

435 440 445 

gac cac tac cag cag aac acc ccc ate ggc gac ggc ccc gtg ctg ctg 1392 
Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp Gly Pro Val Leu Leu 

450 455 460 

ccc gac aac cac tac ctg age acc cag tec gcc ctg age aaa gac ccc 1440 
Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala Leu Ser Lys Asp Pro 
465 470 475 480 

aac gag aag cgc gat cac atg gtc ctg ctg gag ttc gtg acc gcc gcc 1488 
Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala Ala 

485 490 495 

ggg ate act etc ggc atg gac gag ctg tac aag 1521 
Gly He Thr Leu Gly Met Asp Glu Leu Tyr Lys 
500 505 

105/121 



VO05054464 rfiletfr.NDocuments and Settinqs\evanb ^ >s ktop\l )oc storAJWVUUouo4«o».cpq 

• i 

WO 2005/054464 PCT/JP2004/018437 

<210> 55 
<211> 411 
<212> PRT 

<213> Montipora. sp 
<400> 55 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

15 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 
20 25 30 

• Pro Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He 
35 .40 45 

Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser 

50 55 60 

Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 
65 70 75 80 

He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr 

85 90 95 

Thr Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met 

100 105 11° 

Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin 

115 120 125 

Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala 

130 135 I 40 

Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys 
145 150 155 I 60 

Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu 
165 170 175 
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Tyr Asn Tyr He Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys 

180 185 190 

Asn Gly lie Lys Ala His Phe Lys lie Arg His Asn lie Glu Asp Gly 

195 200 205 

Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly Asp 

210 215 220 

Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala 
225 230 235 240 

Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu 

245 250 255 

Phe Val Thr Ala Ala Arg Met. His Asp Gin Leu Thr Glu Glu Gin lie 

260 265 270 

Ala Glu Phe Lys Glu Ala Phe Ser Leu Phe Asp Lys Asp Gly Asp Gly 

275 280 285 

Thr He Thr Thr Lys Glu Leu Gly Thr Val Met Arg Ser Leu Gly Gin 

290 295 300 

Asn Pro Thr Glu Ala Glu Leu Gin Asp Met He Asn Glu Val Asp Ala 
305 310 315 320 

Asp Gly Asn Gly Thr lie Tyr Phe Pro Glu Phe Leu Thr Met Met Ala 

325 330 335 

Arg Lys Met Lys Asp Thr Asp Ser Glu Glu Glu He Arg Glu Ala Phe 

340 345 350 

Arg Val Phe Asp Lys Asp Gly Asn Gly Tyr He Ser Ala Ala Glu Leu 

355 360 365 

Arg His Val Met Thr Asn Leu Gly Glu Lys Leu Thr Asp Glu Glu Val 

370 375 380 

Asp Glu Met He Arg Glu Ala Asp He Asp Gly Asp Gly Gin Val Asn 
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385 390 395 400 

Tyr Glu Glu Phe Val Gin Met Met Thr Ala Lys 
405 410 

<210> 56 
<211> 1233 
<212> DNA 

<213> Montipora. sp 
<400> 56 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

ggt gga cag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc atg gtg age aag ggc gag gag ctg ttc acc g'gg gtg gtg ccc ate 144 
Pro Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He 

35, 40 45 

ctg gtc gag ctg gac ggc gac gta aac ggc cac agg ttc age gtg tec 192 
Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Arg Phe Ser Val Ser 

50 55 60 

ggc gag ggc gag ggc gat gec acc tac ggc aag ctg acc ctg aag ttc 240 
Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 
65 7 0 75 80 

ate tgc acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc 288 
He Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr 

85 90 95 

acc ctg acc tgg ggc gtg cag tgc ttc age cgc tac ccc gac cac atg 336 
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Thr Leu Thr Trp Gly Val Gin Cys Phe Ser Arg Tyr Pro Asp His Met 

100 105 HO 

aag cag cac gac tte ttc aag tec gec atg ccc gaa ggc tac gtc cag 384 
Lys Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin 

115 120 125 

gag cgc acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gec 432 
Glu Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala 

130 135 140 

gag gtg aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag 480 
Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys 
145 150 155 160 

ggc ate gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag 528 
Gly He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu 

165 170 175 

tac aac tat ate age cac aac gtc tat ate acc gec gac aag cag aag 576 
Tyr Asn Tyr He Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin Lys 

180 185 190 

aac ggc ate aag gee cac ttc aag ate cgc cac aac ate gag gac ggc 624 
Asn Gly Ile tys Ala His Phe Lys lie Arg His Asn He Glu Asp Gly 

195 200 205 

age gtg cag etc gec gac cac tac cag cag aac acc ccc ate ggc gac 672 
Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He Gly Asp 

210 215 220 

ggc ccc gtg ctg ctg ccc gac aac cac tac ctg age acc cag tec gec 720 
Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr Gin Ser Ala 
225 230 235 240 

ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg ctg gag 768 
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Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu 

245 250 255 

ttc gtg acc gec gec cgc atg cat gac caa ctg aca gaa gag cag att 816 
Phe Val Thr Ala Ala Arg Met His Asp Gin Leu Thr Glu Glu Gin He 

260 265 270 

gca gag ttc aaa gaa gec ttc tea tta ttc gac aag gat ggg gac ggc 864 
Ala Glu Phe Lys Glu Ala Phe Ser Leu Phe Asp Lys Asp Gly Asp Gly 

275 280 285 

acc ate acc aca aag gaa ctt ggc acc gtt atg agg teg ctt gga caa 912 
Thr He Thr Thr Lys Glu Leu Gly Thr Val Met Arg Ser Leu Gly Gin 

290 295 300 

aac cca acg gaa gca gaa ttg cag gat atg ate aat gaa gtc gat get 960 
Asn Pro Thr Glu Ala Glu Leu Gin Asp Met He Asn Glu Val Asp Ala 
305 310 315 320 

gat ggc aat gga acg att tac ttt cct gaa ttt ctt act atg atg get 1008 
Asp Gly Asn Gly Thr He Tyr Phe Pro Glu Phe Leu Thr Met Met Ala 

325 330 335 

aga aaa atg aag gac aca gac age gaa gag gaa ate cga gaa gca ttc 1056 
Arg Lys Met Lys Asp Thr Asp Ser Glu Glu Glu He Arg Glu Ala Phe 

340 345 350 

cgt gtt ttt gac aag gat ggg aac ggc tac ate age get get gaa tta 1104 
Arg Val Phe Asp Lys Asp Gly Asn. Gly Tyr He Ser Ala Ala Glu Leu 

355 360 365 

cgt cac gtc atg aca aac etc ggg gag aag tta aca gat gaa gaa gtt 1152 
Arg His Val Met Thr Asn Leu Gly Glu Lys Leu Thr Asp Glu Glu Val 

370 375 380 

gat gaa atg ata agg gaa gca gat ate gat ggt gat ggc caa gta aac 1200 
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Asp Glu Met He Arg Glu Ala Asp He Asp Gly Asp Gly Gin Val Asn 
385 390 395 400 

tat gaa gag ttt gta caa atg atg aca gca aag 1233 
Tyr Glu Glu Phe Val Gin Met Met Thr Ala Lys 
405 410 

<210> 57 
<211> 288 
<212> PRT 

<213> Montipora. sp 
<400> 57 

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

1 5 10 15 

Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

Pro Lys Arg Arg Trp Lys Lys Asn Phe He Ala Val Ser Ala Ala Asn 

35 40 45 

Arg Phe Lys Lys He Ser Ser Ser Gly Ala Leu Gly Gly Gly Gly Ser 

50 55 60 

Glu Leu Met Val Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr 
65 70 75 80 

Met Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly 

85 90 95 

Lys Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr 

100 105 HO 

Lys Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe 

115 120 125 

Gin Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp 
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130 135 140 

Tyr Val Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met 
145 150 155 ' 160 

Asn Phe Glu Asp Gly Ala Val Cys Thr Val Ser Asn Asp Ser Ser He 

165 170 175 

Gin Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe 

180 185 190 

Pro Pro Asn Gly Pro Val Met Gin Lys Lys Thr Gin Gly Trp Glu Pro 

195 200 205 

Ser Thr Glu Arg Leu Phe Ala Arg Asp Gly Met Leu He Gly Asn Asp 

210 215. 220 

Tyr Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe 
225 230 235 240 

Lys Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His 

245 250 255 

Tyr He Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr 

260 265 270 

Ser Val Glu Gin Cys Glu He Ala He Ala Arg His Ser Leu Leu Gly 
275 280 285 

<210> 58 
<211> 864 
<212> DNA 

<213> Montipora. sp 
<400> 58 

atg egg ggt tct cat cat cat cat cat cat ggt atg get age atg act 48 
Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 

« 

1 5 10 15 
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ggt gga cag caa atg ggt egg gat ctg tac gac gat gac gat aag gat 96 
Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 

20 25 30 

ccc aag agg cgc tgg aag aaa aac ttc att gec gtc age get gee aac 144 
Pro Lys Arg Arg Trp Lys Lys Asn Phe He Ala Val Ser Ala Ala Asn 

35 4 0 45 

egg ttc aag aag ate tec age tec ggg gca ctg gga ggt gga ggt agt 192 
Arg Phe Lys Lys He Ser Ser Ser Gly Ala Leu Gly Gly Gly Gly Ser 

50 55 60 

gag etc atg gtg agt gtg ate get aaa caa atg acc tac aag gtt tat 240 
Glu Leu Met Val Ser Val lie Ala Lys Gin Met Thr Tyr Lys Val Tyr 
65 70 75 80 

atg tea ggc acg gtc aat gga cac tac ttt gag gtc gaa ggc gat gga 288 
Met Ser Gly Thr Val Asn Gly His Tyr Phe Glu Val Glu Gly Asp Gly 

85 90 95 

aaa gga aag cct tac gag gga gag cag aca gta.aag etc act gtc acc 336 
Lys Gly Lys Pro Tyr Glu Gly Glu Gin Thr Val Lys Leu Thr Val Thr 

100 105 HO 

aag ggt gga cct ctg cca ttt get tgg gat att tta tea cca ctg ttt 384 
Lys Gly Gly Pro Leu Pro Phe Ala Trp Asp He Leu Ser Pro Leu Phe 

115 120 125 

cag tac gga age ata cca ttc acc aag tac cct gaa gac ate cct gat 432 
Gin Tyr Gly Ser He Pro Phe Thr Lys Tyr Pro Glu Asp He Pro Asp 

130 135 140 

tat gta aag cag tea ttc cct gag gga tat aca tgg gag agg acc atg 480 
Tyr Val Lys Gin Ser Phe Pro Glu Gly Tyr Thr Trp Glu Arg Thr Met 
145 150 155 160 
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aac ttt gaa gat ggt gca gtg tgt act gtc age aat gat tec age ate 528 
Asn Phe Glu Asp Gly Ala Val Cys Thr Yal Ser Asn Asp Ser Ser lie 

165 170 175 

caa ggc aac tgt ttc ate tac aat gtc aaa ate tct ggt acg aac ttt 576 
Gin Gly Asn Cys Phe He Tyr Asn Val Lys He Ser Gly Thr Asn Phe 

180 185 190 

cct ccc aat gga cct gtt atg cag aag aag aca cag ggc tgg gaa ccc 624 
Pro Pro Asn Gly Pro Yal Met Gin Lys Lys Thr Gin Gly Trp Glu Pro 

195 200 205 

age act gag cgt etc ttt gca cga gat gga atg ctg ata gga aac gat 672 
Ser Thr Glu Arg Leu Phe Ala. Arg Asp Gly Met Leu He Gly Asn Asp 

210 215 220 

tat atg get ctg aag ttg gaa gga ggt ggt cac tat ttg tgt gaa ttt 720 
Tyr Met Ala Leu Lys Leu Glu Gly Gly Gly His Tyr Leu Cys Glu Phe 
225 230 235 ' 240 

aaa tct act tac aag gca aag aag cct gtg agg atg cca ggg tat cac 768 
Lys Ser Thr Tyr Lys Ala Lys Lys Pro Val Arg Met Pro Gly Tyr His 

245 250 255 

tat att gac cgc aaa ctg gat gta ace agt cac aac agg gat tac aca 816 
Tyr He Asp Arg Lys Leu Asp Val Thr Ser His Asn Arg Asp Tyr Thr 

260 265 270 

tct gtt gag cag tgt gaa ata gec att gca cgc cac tct ttg etc ggt 864 
Ser Val Glu Gin Cys Glu He Ala Tie Ala Arg His Ser Leu Leu Gly 
275 280 285 

<210> 59 
<211> 33 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 59 



<210> 60 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DMA 
<400> 60 

catgagttca caattgaagg tgaaggc 
<210> 61 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 61 

gaaggcacag gcagacctta cgaggga 
<210> 62 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 




# 



WO 2005/054464 



PCT/JP2004/018437 



ccagagatga agatgaggta ctacatggac ggc 
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<400> 62 

ccaatgcctt tcgcgtttga cttagtg 27 
<210> 63 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 63 

ttagtgtcac acgtgttctg ttacggc 27 
<210> 64 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 64 

gaaaggtcgt tggagttcga agatggt 27 
<210> 65 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 65 

gaagatggtg ggtccgcttc agtcagtgcg 30 
<210> 66 
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<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 66 

agccttagag gaaacacctt ctaccacaaa tcca 34 
<210> 67 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 67 

caaatccaaa tttactgggg ttaactttcc tg 32 
<210> 68 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 68 

gccgatggtc ctatcatgca aaaccaaagt 30 
<210> 69 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 69 

gccgatggtc ctatcatgca aaaccaaagt gttgattggg agcca 45 
<210> 70 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 70 

gagaaaatta ctgccagcga cggagttctg aag 33 
<210> 71 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 71 

gatgttacga tgtacctaaa acttgaagga ggcggcaatc ac 42 
<210> 72 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence". Synthetic DNA 
<400> 72 
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cttaaaatgc caggaagcca ttacatcagc catcgcctcg tcagg 45 
<210> 73 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 73 

gatgcagtag ctcattccct cgagcaccac cacc 34 
<210> 74 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 74 

gaaggrtgyg tcaayggrca y 21 
<210> 75 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 75 

acvggdccat ydgvaagaaa rtt 23 
<210> 76 
<211> 36 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA . 
<400> 76 

ggccacgcgt cgactagtac gggiigggii gggiig 36 
<210> 77 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 77 

ctcagggaat gactgcttta cat 23 
<210> 78 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 78 

ggccacgcgt cgactagtac 20 
<210> 79 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

120/121 



WO 2005/054464 PCT/JP2004/018437 
<223> Description of Artificial Sequence: Synthetic DNA 
<400> 79 

gtcttcaggg tacttggtga 20 
<210> 80 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 80 

atgtaaagca gtcattccct gag 23 
<210> 81 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic DNA 
<400> 81 

cccggatccg accatggcta ccttggttaa aga 33. 
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